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ACCTCGAGAC TflULXXTTGA AGAGATATTC G30CCIXJD33 CCGTAGTTGC GAAATTCAAG 
GACTACGATG AACCrATICG TTACGCTAAT GACACTAACT ATGGGCTGGC ATCCTGCGTT 



TICACTGAAA ACATACGOGT TO33ZACCOC TTTGTICCGTG ATGTCCAATC TO3CACTGTG 
T337TTAATT Q7TCTAATGA TGAGGAGGTC G3AGTGCCTT TrG3D33SrT CAAGATGAGC 



SJTATCGGAA Q33PGCT333 GAAGGCAGGC CTGCAAACTT ACCTCGAGAC TAAAGCAGTA 
CACCTGAACT TTCCTEAGAT AGACCAACTC ATATA1TAGA ATCACTTCAT ACATCAACTA 



mTATCATTA. TG3ATATGAC TATGCCAGAG GIGTAGTGGA ACCACTATTT ATCACC7KAT 
AGGCGTTGCG CQ3TCATCCC OTCACTTAOZT CGGTTGCAGA ACCCGGGCGA CACATTCAQC 



AGGT3CTAIA TACAGTTGTC G&GGACAGTA TG3CACGCAG TACCAFTATA GCAAGTAAOT 
CGTCTGCTGT TTCCATAAAG CGTAAGGTCA AGTGCGACCG G3IT37ITCCC TOCACGAACT 
GTGTCAA 

(2) INPCRMATICN FOR SEQ ID ND:739: 



ti) SEQUEtsCE CHARACTERISTICS: 

<A) LENGTH: 683 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: £NA (genciTdc) 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: PAG1481RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 739: 



GATCGATAGG CCACACTTTC ATGGTlTGTA TICACACTGA AAATCAAAAT CAAGGGGACT 
TTTACCCTTT TGTICTACTG GAGATTTCTC TICTOCATGA GTCCCCCTTA Q3ACATCTGC 
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GiTATOTrrr aacagatctg cccccccagc: caaactocjcx: acctcacaat cncrrcAACc iso 

5 CCTATAG3AC TTrAAAIGCT AAAIGAATIC CfiGCnXOT 240 

TAATPGAATA AGTAAAGAAA CTATAAAOTr ACTTXTTATTT CACTOCGCC GAAOCTCCCA 300 

'0 CITA.TTCTAC ACCCTCTATC ICTCTICACA ATOTCAAftCT AGAGICAAG: TCAACAQ3ST 360 

dTCTTITO: CCCTX5ATTCT QCCAAOCCCG TKXCTI03C TCTQGTTICG CTAG=C?*jrA 420 

IS GATAQ33ACA GIOSGAATCT OTTTAAICCA TTCATO3333 1CACTAATIA CATCACGAQG 480 

CATIT33CTA CXTTAAGAGA GFCATAGTrA CTCCCGCCGT TEftCCCGCXXT TK3C7ITCAAT 540 

ticttcactt tcacattcag Aa^croGtx: agaaatcaca tiocxticaac aicactftct 



20 



?5 AAGTTCATCG TTAATTGIAG CAA 

(2) INFORMATION FOR SBQ ID NO: 740 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 657 base pairs 
<B) TYPE: nucleic acid 
(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MDUECULE TYPE: ENA (genanic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1481UP 



600 



GACCATO3CA ATOCTATG7IT TIAATTAGAC ACTCAGATTC CCCTKHCCG TACCAGITCT 660 



683 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO:740: 

so GATCQ37K33 TCITTTCTTA T3ACCCACTC GOCACCTTAC GAGAAATCAA ACTCTTT03G 60 

TICTO33333 AGTATO3TCG CAAG3CTT3AA ACTTAAAOGA ATTGACG3AA G03ZACCACC 120 

££ CXTIQOCCCTT AATTICACIC AACACQ333A AACTCACCAG C7ICCAGACAC 180 
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AATAAQGATT GACAGATTGA C^AGCTCTTrC TTCAnTKJr 03^T33TOoT GCATOQCCGT 240 

5 TCTTAGTIOS TO3ACTGATT TGTCTGCTTA ATTOCGATAA 03AACGAGAC CTTAACCTAC 300 

TAAATAGTXX: TCCTAGCATT TO?IQ3TTGC QCACTTCTTA GAQ33ACTAT CQJTTTCA?G 360 

'0 CCGATGGAAG TTTCAGXAA TAACAGGTCT OVCAl^CCCT TAGACGTTCT 033C03CACG 420 

C333CTACAC TGACGGAGCC AGCG3GIATA ACCTTOXCG ACAGGICIGG GTAAICTTGT 480 

J5 GAAACTCCGT CCnXXTGGGS ATAGAGCATT GCAATTATTG CTCTICAACG AGGAATTCCT 540 

ACTAAGCGCA AGTCATCAGC TTOCGTTCAT TACC^TCCCTG QOCTTKjEfiC ACACO30CCG 600 

20 __ 

T037nW7TAC CGATTGAATG CCTTACTGAG GCCTCAGGAT CK3CTTAGAG GAQ333G 657 

(2) INFORMATION FOR SEQ ID KO:741: 

25 

(i) SEQUENCE CHARACTERISTICS: 
(A) LEM7TH: 694 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDETNESS: single 

30 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: UNA (gencmic) 

35 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1482RP 

40 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:741: 
45 CATCCATFCG TTAATATGGA TTGIXTTACSG TGAGAGCAAA GAG3G03333 GATTTAAAGC 60 

ATQGTGQ33C GAOGCCTATT TTAAATO333 GTTGTTICCA ACGGfTnTGG 0CO3XTTCT 120 
SO TCTCCTCrAT AGTGAAAAGT TCATTCX3CCA AAGAACSJVAC GAATTvTi'iL' IGATACTGCA 180 

CAAGCTUnr AACATTGTCT TTATTCTATG CATGTATATG CACATCAAAA CGCTGOGATG 240 
55 CCftCGGCTCG GTCTGGTCGA TOoTTQCCAT CTACTGCTTC GAGDGTGTG3 CCCQGATPGC 300 
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TCGCATTC7TA CTTGCTCGAG QCXTCAAGAA GGOCACATTA ACAGATCITC OGGATOGOGT 360 
5 GCTCAAGAIG ACAGTGGAGA ACCCAAAGCA TTKZAAATAT TACCCG33GG CTP V TOTITr 

CCTTTATnT ATTAGTGOGA AGGATOCTIG GTICTATCCA TTOAGTU3C ACOTJITCAC 
JO CXJTCCTTAAT ACACCCAAGA TCGATO3CGA CAAOCT03IG ATTTAITTCA AAGTGCACAA 

GGGOGTCAOG CAaZAGCTCC TAAACAGGAT CTTICIAIGC GGGAAAGAGT CCATCGAATA 
}S CAAGGTGCTT CEAGAA0333 CCTTOGGAAA CAOCATTCCG GGGCTHXTG CICCTCACCG 

OD37TACGTC GGCGOCAGOG CAGGTCTIGG OGTA 
20 (2) ZNPDRMATICN FOR SEQ ID NO: 742: 

(i) SECUENCE CHARACTERISTICS: 

(A) LENGTH: 691 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDEENESS: Single 

(D) TOPOLOGY: linear 
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(ii) M3LECULE TYPE: ENA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1482UP 
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<xi) SEQUENCE BESCRIPTTCN: SEQ ID NO: 742: 
GATO303Q32 TIOGGCGCGG TO30GCCAAA GCTGAACCGG TCCGCGCCGA AGGAIGCGAT 60 
OIGGCGGCTG CGGAATTACT GGATCAAGTG CAAIGAGGOC AADGATGTGT AIX7IGCIGCT 120 
GAACGGGTCC AGCCACGTftG CCIGCGACGT GAGCGACACA CTTCTCGATT GGTIGGCCAG 
So CACCGAGGAT GAGDCGGIGA TGGAGCIOTr GCIGCGAGAG TOGCTOGAOG TGAACCCGGC 

OCTOSAGTIC OOCGTGTTTG TACGAGGTOG GGAGGTCCTG GGCGCGIGCC AGCGGGACCT 
55 GAACTACTAT GACTACCTGA AGOCGCT3GA GGAGAAGCIG AGGACGGCCA TTGAAGACTT 360 
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CGTOCACGAC GIX2ATCCTGC KXX30CICCC G3ACGACACC 'mOTIGCGG ACGTGTACAT 420 

CCCGCGGCCG TICACAAAGG ICTGGCTGAT OSACGTGAAC CXXTTTGCQC OGGAGACGGA 480 

CCCGCTGCTG TTTTCATOGA ACGAQCTGTG OtfXTCAAGC OCAACQCCGA AGGGCACCGG 540 

AQCTGCQCCT GGTTTGCGGAA AACTACATCG GTaXTTCGC GGAAAACAAC AXOGGTCGCT 600 

TCQC2GCGAA AGGAGCACTC G3AACACC#3 GTACCICTGG ACGT33TCGA G3CAG33CKT 660 

AATCCGCAAA GGATGCAGAA GCT3STTGAG A 691 
(2) INFORMATION FOl SEQ ID NO: 743: 
(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 581 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCECNESS: single 

(D) TOPOL03Y: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1483RP 

(3d) SEQUENCE DESCRIPTION: SEQ ID NO:743: 

GATCCAAAAA ACCTCTWAAG GTACAGTCTC TAATTGCTIC CATSTCTTTT TGAACATACA 60 

TOGACCATGC ATCCTCGTTC TTCTTACGGA CAGAATCCTG YAAIQCAGCA ATGGCACTTG 120 

GCTCGTTGAC GTGCTTATAA CCACCATCCC TCCAATGGTA TTCQCCGGCT TCAG3CAAGT 180 

TCACAGATCT CITAATCKTA AACCTCGATG GATAMOCGCG ClCGTGCAAT GAAAAGGCGT 240 

CTTGSGCAAT GTATTCAAAG GTAACACCCT TAATTCTAGA ACCGGITCCG GCAAAACACA 300 

AATCAATCAC ToAGITATCA ATACCTAAAG CTTCAAATAT CIGCGCICCC TTGTAAGATG 360 

CCAGAGTAGA GATACCCATC TTCGACATGA CTTTTAGTAT A033CCGTCA ATTGCTTCCT 420 
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TCTAATTATC CV^AGTIGC TCATCTGTAA TATCAGAGTA GTICATOoTTA ACATTCCGAA 480 

5 CTAAACCTTC GITATTCATT CTGACCAGGG TTTCCATO3C TAAGEAAGGG AAAATACCGT 540 

CACACOCATA GCCAAGAAGA ACACAGAACT GGTGAACTTC G 581 

JO (2) INFORMATION FOR SEQ ID NO: 744: 

(i) SEOUENCE CHARACTERISTICS: 

(A) LENGTH: 668 base pairs 
1S (B) TYPE: nucleic acid 

(C) ^reANDEENESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1483UP 

25 
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(xi) SECXJE1CE DESCRIPTION: SEQ ID NO: 744: 

GATCATCAGC OCCCOIOCTC □3CCQCAGTA ACOGCTCCAC GIOSTAGTCT GGCGTCCCTG 60 

CTAGICOGTG GCTCAT33AG ACOICCTCTT CCTCAGOCTC G3AGTPG3CC ACGGAG3CAC 120 

TTG^AAGACT CTC7IXZTTCGA TTCAATCCCC C03CZCCCGTA TIOCIOGCCC TCGIGGCGTG 180 

GCTTGGTCAG OXCTCCCGC TGCAGATCTT CAACGTCATC CTICAQCTOC T33AAGTK33 240 

CAAGAA3TCC OGTITCCTGA GPGACATAGA ATITGTCAAT TCGCCTCAGC TCCTTATOCA 300 

GCGCGGCAAT GAATCTTTOG ATGIAGCTCT GIGCAAGCGG CACCOGCTQG G3GTCCTGIG 360 

C^AACGTCTC ATGCTGGTAC AGCTTGTCTT TCTCCAGTGT CTACACGAGC TPCTTCAACT 420 

Q3GAGTACGC GATATACTTC GACGAACACT CACOGACCGC GTIGAATTGC AGCGAATGTG 480 

AGAACTTCAT CTIQCCTTCT A30GCCTAAC G3DCXTO3TC COIUOCGATA CAGGTCTGTC 540 

TCATTGAAAG TACGCAGOGC AOQCATAGGT TTAATTCCAG GCTCCCAGGA GATITTGGTG 600 
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10 



CAAGAGGACG TTTTAATTCT CATTATATCA CGTGCCCTGG CTATATTTAT AAAGTTGCCT 660 
CTAAOGOG 668 
(2) INFORMATION FCR SEQ ID NO; 745: 

(i) SEQUENCE CHARACTERISnCS: 

(A) LEN3TH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEdSJESS : single 
,5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

20 (vx ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1484RP 
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(xi) SB3JENCE DESCRIPTION: SEQ ID NO:745: 

GATOCTCTTC TATAACTCAA TTAACAATGT TTOCTOCTGT GGP^TTOGTTC CTG^ATTTITC 60 

OGTAACCCrT TCATTCTGAG GTGTAGOCAT TTTTATCTTC T3CGCTGGAA CACTCGGGAA 120 

TTCAAATTGA GTTATTG3CA CX7KJIG3CTC CTTTCTCCTTG TCOGQTATAC TTTCTTCAGG 180 

AGGATAAAGA GGCTCCGATG GTGATGATAG CAGIG'J'J'J'IC TIAATATOCG GTTCTGAGAC 240 

CTGCGGCTCA AAGOCAGTTA CTGATTGCGA CTGGCGATTC TCCATGQGCG AACTTTGTGT 300 

OGTATGTAGG ATIGCTGGAG TGAGTTCTGC AGCGTTGGAA GAGUIOCT3G CATAGCTACG 360 

ATATGTTGGC TCAGGT1GCG TCTTCTOGTA OT3AACAGTG TTQ3CTGGAG AGGACTCTGG 420 

T1GTCGGTGC ATTTGATAAG TGTATGGATC AGAAGGTAAG TGTGOZATO3 AATATTGTTG 480 

OGAAAGATTA ATATTOCTCA ATTGTCTCTC TAACATGGTG TCA1AAATGC TCATIATATC 540 

OGAAATTTTG GCATTCATGT CTAOCAAGGT ATTATATTTG TGAAPCGTAT CGTTAAGGGA 600 

ATGGTTTAAC CGAGGCCGAG TTCCAAGGAC CTPCTGGEAT AGCATCTGCA QCTGTCTATC 660 
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CTCTAACACG QCATTCATTG QCTCACOCTT CCTCTTCCTC CACTAGG 
5 (2) INFORMATION FOR SBQ LD NO:746: 

(i) SrCUENCE CHARACTERISTICS: 

(A) LEN3TH: 716 base pairs 
to <B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY : linear 

IS (ii) MOLECULE TYPE: ENA (genaidc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1484UP 

20 
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(X±) SEOUHSJ3E DESCRIPTION: SEQ ID NO : 746: 

GATCTCGGAG AAOGTGCTAC AACACTCGTC C03SGTCAAG CCOGACCCGA AGCTCATOGA 60 

CCAG2AGCCO GAGATGAACC CCCAGCACAC GCOGftCTODG ATCGTGAACT TTGCGITCGA 120 

QCTGGD3CAG AAGACGCGGG TGACGAACOG GATCTTTTTC C2DGD3GTGC GGTTOTACGA 180 

CTXTTACTGC TCGAAOD3CG TGGTOCTACG CCAOCAG333 AAQCTOGTGA TTCCGACCTG 240 

CCTGTGGCTG GQ33CX5AAAA C0TO333333 GTCCAACCAC ATCATCAACA ACOTGACCrTT 300 

GCCTA0337T GCOGGCITCT AOC03COCAA OOCCOX33XO CXXATCOCGC GICTOTCCGA 360 

CCTCGTOCAC TACTCOGGGG aJICGAACCT C7ITTGACGAG TCGATGTTCA CGCAGATGGA 420 

45 C03DCACATC CTCGACACGC TC^GCTGOSA CSTItTTACGAG COGMOTK5A AOGACTACGT 480 

CCTCAACGTG GACGAGAACI CTTTGATACA GXACGAGCTA TACAAAAGGC AGCTGGAOCA 540 

SO CAATCX3GCAG TA033CAACA AGCGCAACIO GCACCACAGC AACCCGACCG AGGAGGACGT 600 

GTCCGAGGAG GACGAGGfiCC TOGATAACAA GATCCAGTTA ATCAACATCA AGAAGTITCT 660 

55 GATAGACCTC GOCCTCT33C AGTACGACCT CITGAAGTAT GAGGTATTCC GAGCTA 716 
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(2) rNFGRm.TI.CM FOR SEQ ID ND:747 : 

6 (i) SEQUENCE CHARACTERISTICS: 

(A) LEMGIH: 748 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS: single 

10 (D) TOPOLOGY: linear 

(ii) MDLEOJLE TYPE: ENA (genardc) 

,S (vi) CmGVML SOURCE: 

(A) ORGANISM: PAGT485RP 

20 

<XU SEQUEtOS DESCRIPTION: SEQ ID NO: 747: 

GAT0OO3333 TTATT?OZAC QGTGCCTTAA CCAACTO33C CAAGGAACCA ATTACACTTA 60 

25 

AGAT3CTAIT TO^AGATATT TGTBCTICCAC TCAAGTCAAC A0333CATAT TTtACTTIUT 120 

AATTCTTAAA TTCTI7AACTC TAAGCCAATC TAAGTAGTTT ATCCTATCAT CACITGATCC 180 

30 

TBXCTTIUr TTGGTCTATA ACCrrrAATT GGJEAGT3CT TATGGAAATA TATATAA'IGA 240 

GATATTACAT OGOTOCCATA TAACTTCCGT ATCAGACTTT GGCCGAGTOG TTTAAGQCGT 300 

CAGATTTAGG TEATTCIXXT AAAATCICIG ATATCTACGG AITCQCGGGT TCGAATCCCG 360 

40 TAGCTCTCAT TATITITIGT ATATTC7ICTT TCTCAG3CAT GTGACATTTT GCATCATAAT 420 

CATACCGAAG ATATGGCTCC CACCGTGAOC TGATACATTC T032ATCT5A AG3CATO2AA 480 

45 TTTAATQCAA CTG1GGCTOC AGATGCTCTA GGTAGGAACT AGCACAACAT CTAACAACTA 540 

GCCTOCCATA TACACCQCAA TGACAGCGTC TGAGTCCTIG TGGCACCGAT CATAAGCCAA 600 

50 TTCTGATTGT CTGAAGACAG OCTATGAGTC TOXACAGTC CTCCTTGCTG TCCCATACGC 660 

ATATAAATAC CCTTAAAACT CAATTAGOCG CTATTTTATT TGAQCTGCAG AAGGTATCTT 720 

£5 AACTCAGGTA TAATATK7TG TAATGGGG 748 
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(2) INFORMATION FOR SEQ ID NO:748: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 755 base pairs 

(B) TYPE: nucleic acid 

(C) STFANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1485UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 748: 

GATCGGAGGT ACTGTTTTCG GTGGGCACGC AGCTGTAGCA OGCGGGGTCC AAGAGCGCCA 60 

TIGTCCTGTC TATGTTGGTG ATCACCTCGA TGAGCTGCTT OCGGAGGTGC TCCACGTAAT 120 

CTTCGGTGCG GAGCCCACAT TCCTTCGGGT CGCGGAAAAT GGTTOCCAAG TACTCGAGCT 180 

CCTGCGAGAC CTTCTTGTAT TCTAGCTCGC CGTTCAAGCA GACGATGGCG TTGCGCTGAA 240 

GGATCGT3AG CTOGTCGAOC ACGTCAACGA GGTCGTCGAA TTGTQ3CACC GCGCTCAGCG 300 

CGCCGTCGAT CQCCTEAACA AAGGCGCGCC GOGCCTTCZG G3CCTGTCCA CTAAAGAGAT 360 

CACTGCGCTC GAAAATGCTG ATTGCCTCGC GCATGTACGG CPCAAGCTG3 CGCGACACGA 420 

ACAGATAGCT CATGTOCCGG GAGTTCGACG TCACGCTAAC TGCCGAGTGC TIGGTIGAGT 480 

QOCTGAACGG CCTACTGCCC CGGTAGGGCG ACCCGAGAAA TO3GTCATCA OCTOGTCTTC 540 

ATCTGGCTTG AGATACAAAT CCGAAAGCGG CACGTTGCCT GTCATCGCAG AGTTGTTTGA 600 

CAAGAGCAGC TCGTCTAGTC QCTGCTGGAG CTOGCCCACT TTOCTTITGA GTAGTTCCAC 660 

TICACTGCCC TTTTCGGATA GCATGAOCTG CAAGTGQCAG TICTCGTTTT GC^ACGCCAG 720 

CACCTCATCG GGCGCGGTAC CGCTGCTCTr GCAGA 755 
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(2) INFORMATTCN FOR SEQ ID NO-.749: 



70 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) SITCANDELNESS: single 

(D) TOPOLOGY: linear 



{ii) MDLECULE TYPE: CNA (genCfnic! 



is 



(Vi) ORIGINAL SOURCE: 

(A) CPGANISM: PAG1486RP 



20 



(xi) SEQUENCE DESCRIPTTCK: SEQ ID ND.-749: 



25 



GATCCTTCTT GTACATTTCT GATTTTAACA ATGTCTTCAT AQCGTATATT TTACCG3TAT 60 
CTTTCTTCTG CACCAGACGG ACCTCACCGA ATGCACCCTT TOCTATGACT TTAACAGTGT 120 



30 
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GGAAATCTTC CAG3SATAGC CGTGTCCTAC GCAAGCGCAG AAACTGCGAC TOCTTTTTAC 180 
CCAGTGAAGA AAGCTGTCTC TTCTTTCTCT CTTCAGAGCA GCCATGAGAT AATAGCK333 240 
ATTCAAGITG CACGCGTCTT TG3TTGCGCT CAATG3CATG ATTGACAGAT GATTGGTAGA 300 



AATTCTOGAC TTTCAGCTTC ACTGCAGCCG CTTTTTCTTG TGTQGATTTG CTCAGTAGCT 360 
CTOGACGllT CTCGAAGIAC ATATAGTTCC CCACICCCGA GGTTTGCCGT TGGCCCCCAT 420 
TGO30GATTG TGGAACTGAA GAGCACTGCA GGGACTGACG GGATAGCATA GOQCCCTGCG 480 



45 



TCCCACTAGC GTCTGATCQC CAAGGCTTCC GTCTAGTAGT GCAGGTAGAG 540 



CTGCAGGCTG TAAAGGGGAC TC3SACOCCC CAAACTGTTT ATACGCAGAG GAAGCAGGCT 600 



SO 



GCTGCCCACT GTAGTTCOSAG CTCTT03AGT AGIGTCCTGG TGAAGAATGG CCG333QCAA 660 



GAGTAGTGTC GTTCACGTTC CGTAAAAGAG TTUriUl'lCT Q3CTGTAAAT GCTGGTCGCC 720 
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GTA033333 
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(2) INTORMATICM FOR SEQ ID NO: 750: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 719 hase pairs 

(B) TYPE: nucleic acid 
(C> STRANDECNESS : single 

to (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrrvic) 

f5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1486UP 



20 

(x±) SEQUENCE DESCRIPTION: SEQ ID NO : 750: 

GATCAAAACA CCATGTCTAA GTCTCITGCG CGCTGOCCGC AGIGOCACAC GGAACTGCGT 60 

AAGTGCCTCA TACACCAGAA CTACAGCATC GTGATTIGCC CGA?CGAGCA GTGCATGTAT 120 

OXCTCAATC AGGCCGW33T GATOCAGCAC CTGGTCCAGA CAAGTGACAA G3AAATCCTG 180 

GAGOCTGCAA AGGTGCG3CT GAAAAAOGAT AATATCACAG GCAGCGGAGG CGOGCTCATG 240 

GAATAAOGAA CCAACCGTGT GCTATATACG TGTACTGICT ATGTTAAGTA Q3TCTCGTGC 300 

CODSCGAGCC CT3CGTQGCT AAAGCTTTAG ATTGGAGTTG TACATGATGT 03CCATCGAC 360 

40 cctgatcctg ACACTGAACT CAAGGTCTTC GTOGGTGGAT ATGTCOCACG TTTTATATAT 420 

CATCATCAAC GCGAACACAT TOCAAATGCT GOCGATGAAC AACOOGTCGA GGTAGTGCIT 480 

4S GACGCCCTCG CAGATCTOGT ACGAGATGGT ATACATCAAC ACCTGCCCAG TAGTTATAAA 540 

AATGACACCC AAAATO3TCG AOCCTGTCAT CCAGAAGTTG GAGAGCAOGA AGATGGAGAC 600 

50 CACGAGCTGG CACACCGAGT ACATTAGGAA C3CGAGGCCA TTGAGQCCGT ACATTACAAC 660 

GAAAAGGCGG TCGIGTTTCT TTTCATGTCG GOGTOGTOTT GAATCCAATT TGGTGAAGG 719 
55 (2) INFORMATION FOR SEQ ID NO: 751: 
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(i) SEQjmZZ CHARACTERISTICS: 
(A) LEMJIH: 703 base pairs 
(£} TYPE: nucleic acid 
(C) STRANDEDNESS: single 
<D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1487RP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 751 : 

GATOGAGCGC GAGCCCATCA ACAACGAGGA GTTTGOCTAC CAGC7GGAGC TGATACGAAA 60 

GCQ3GACGAG GAGATAGCCA ACATCGAGCG TGCTATCGTT GAACTCAAOS A33ICTTCCA 120 

AGACTTGGGG TCCATCGTGC AGCAGCftGAG CGAGC1GGTA GACCACATAG AAAACAACAT 180 

ATACACTGCG GTAACCAGCA OGAACCAIGC ATCTAACGAA CTGTCQGGCG CACTGAGATA 240 

CCAQOSGCGT TCCAACAGGT G3TGCCEATA TCTGCTTCTC GCTCTQCTGG CATTGCTCTT 300 

CCTGATCGGG GTGACAGTQC TTTAGAACAT CTCAACTAGT CTACTATGTA ACGCTTTAAT 360 

ATACTACTGG CTGACCTACT OTICCCGCAG TTOCCACAOO TTCA09CAGC OGTCATCGCC 420 

GOCOGTCAOC AAAAGAAD3C GCCOTICTAA GGOCAGCCAT TTCACCACAT TCftI\CTCGTA 480 

GACOGTGTGC GCGCAATCTA CGCGGGCTAC CACTTCCCAC CGGCCAGCCT GTACCTCTTT S40 

GTATACGGCC AACACACCAT CCGAGCCAAC GCTCGCGATA AGCCCGTCCG CGCTCCAACT 600 

TACGCTGTAC ACAGOD33CG TATGCA033C CGGCAGGACC GTCTCTTGGA TCCACTCTTT 660 

GTGGAAGAGG TCGGCGTCGT CAGTGAGGCA CCQCCAGATG OGC 703 
(2) INFORMATION FOR SEQ ID NO:752: 



(i> SEQUENCE CHARACTERISTICS: 
55 (A) LEN7IH: 612 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY; linear 

<ii) MDLECULE TYPE: CNA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1487UP 



(xi) SEQUENCE DESCRIPTION: SEQ TD MD:752: 
GATCCCAATA CTGGGACTTT ACTAATACCA GCCATGCGGG CAGCICIGCA GCAGCTG3TA 60 
ATGACAAGGA QGACAAGAAG AACAAATACT OGAACGCAGA CQOCGAGTTAT CTGATCGAAG 120 
AGGTGAAGAA AAACAAAAAG AGTGTACTAA ACTACCTTGA ATCGAAGACG AACGACGAAA 180 
TG?OC03CAA GGGTCTGATC C03AACCTGC AACGATTTGC AAAGACAATT CTAATGAAGG 240 
AAGGGTICGA AAACCTGGAG GATATOGTCA CGCTITCTCA TTTGGAAAAT AGACTGCTGG 300 
TAGOCCIAAA ACTTAACGAG ACAAATGAAT TTAOCAAATT ATTGAAAGTC TATTOCATCA 360 
GCCTAGCAGA AATG3QCTTC AAAAATAGAT TGGATGATGT QCTGAGCTGG CTGTATAACG 420 
ATGGAGAATA CAAGGTTQ3C ACAATAGCTA ACGAGAAGCG GGAGGAACIG CTGAAGCAGA 
TATTGGTT3C ATGTGCTGAT ATCCGGCAGG TCCAAAGAGT GACAAOCAGT TACOCATCIG 
CICITGGTCT TCTTGATGTA TCTTTATAAT TATTGCTAGT CTATAGACAA AGTTGGGAAT 
CTGAATATAA CT 

(2) INFORMATION FOR SEQ ID NO:753: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEELNESS ; single 

(D) TOPOLOGY: linear 



480 
540 
600 
612 
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(ii) MOLECULE TYPE: DMA (genomic) 
(vi) ORIGINAL SOURCE: 

5 

(A) ORGANISM: PAG1488RP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 753 : 

GATCAACAAA TGATTTTCCT ATTTTCCGCG CACCGATCAA CGAGATATCA TACGAA1CAA 60 

TGTTGCAGGC AAATCCCTCA CCGAGTATGA AGCTCTGGTA T3CTGTF33C GTIGTTCCTT 120 

TCATTAACIG C033TCCCTG (33CAGITCOC TTAAGTTTGG ATCATCGAGA TATCCACAAT 180 

TIGGCTCATT CATOG'iCTCC AATCCAATGA TOCAGTTTTC TTCGAACAAC TCAGGCGCGT 240 

7GTCCTGAAT GTACTTGTAG AACGTCATTA CGGCTTTCAA GAAGTOCCCC TO3AGGTAGT 300 

CTTGAATATT TCTACCATTA ATTACACATT TAGGGGCAAA TAACTIGCCG CTAAAAAAGA 360 

GAGT3AACAT AGTCTG3CAG GCTAGGCGGT AATAGTTTGT CCACCAAATC ATITCIOSAT 420 

ACTGTGCTTT TTCCGCCTGC GTCTCTGAAT CGATATAGTA GTTGIOCAAT ATGGCAGCCT 480 

CAGTAGCTAG GAACCPCTTC GGCIGAAAGC CTGCGCAATG CAACGTCCAT AATGGCGCTC 540 

CTGATCCCCC AGAAAAGCGA GACCACACGT CCTGGTGGGG GTCTAGGTAT AOGTACATOC 600 

CGCCCGCCTC CTTGATCTIT TTAAGCACCA TCACCGTGTA CTTCATGTAT TCCTCATGGT 660 

ATA3CCCTGG GCGGCCAIGC TCCAAG3CCT CCCAGGTGAA CAAATAACGG ATACA 715 
(2) INFORMATION FOR SEQ ID N3:7S4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 684 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencnuc) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1488UP 



(Xi) SEQUENCE DESCRIPTTCN: SEQ ID NO: 754: 
GATCTCGTTT AAGCTOTTO3 TGAAGTTTGC GAAG33GTAT GAGCTTTCAC GACGOGAAAC 60 
AAACCAGCTG AAGOGGTCTA TGGGCGATGT CTKTGGTTC GK3CDCTTIT CltXCTTQCT 120 
GATIATTCCG TTTGCAGAGT CTTCGCQCTT AAGCimcC CCAACATGCT 

GCCATCCACA TATGTTTCTG GGACQGAGAG ACAACAGAAG AGAGTTAAGC TAGAGGAGGT 
QCGG03CAAG ACGTCCAACT TTTTGCAGGA GACACTAGAG GAGTCCTCAT TGATCAATTA 
TAACTCGGTA GAAGGTTCAG AGAAGCGCAA AAAGTTICTG AGCTICITCC AGAAGGTGAA 360 
CTOOCCEAAG GATGGCAAGA OCAGTGTTTT TACCCATGAA GAGATITIGT CCATCTCCAA 420 
AATGTTCAAG AACGACACTG TGCTAGACAA TCTCTCCAGG CCGCAATTG3 TIGCCATOQC 480 
GAAGTATATC TOCTIGCOGC CTirTGOCAC TGACAACATG CTIAGGTACC AAATCCGTEA 540 
TAAATIGAAG AGCATCGTO3 AAGACGATAA GAAGATAGAC TACGAAGGTG TIGACTCACT 
GAGTACAGAG GAQCTCTATA GTO0CQCO3C TTOSCGCCGG ATCAAAGCCT TCEG ICTITC 
TAGGGAAGAT TTOGTGGAAA AAAT 
(2) INFORMATION FOR SEQ. ID NO: 755 : 



U) SEQUEHZE CHARACTERISTICS: 
45 <A) LENGTH: 728 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECTESS : single 
<D> TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: CNA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1489RP 
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(XL) SEQUENCE DESCRIPTION: SEQ ID NO:755: 

5 GATCACQCCG Cy*3^ACGTOC AATCATTCAA GQGTITQCTTC CTTTOXGAT 60 

CtAGAGTCAC ^GGGACCCAA TTACCGGTCA GAGTACATTG GTTO bTiTi C CCTACGTIUr 120 

TO TC0333CGGT CXTTTTTAATG AACITTACGG CTC03ACTCA TACtHAATOG CTTTGGGTCT 180 

'ICTAGACTGT AACAAAGTGG ACATAGCACG TO33AT3GTT GAGCAITTTCA TCTTT3AGAT 240 

'5 AGAGCATTAC OJTAAAATAT TGAACGOCAA TACGAGCTAC TACCTCTGTC GGTCACAACC 300 

CCCGTIXXTA ACCGACATGG CTTTGAAGGT CTTCGAAAAG TTOGGTOJTG ACCAAAATCC 360 

20 TACCGCIGTC GATTTCTTGA AAAGAGCATT CAIO30A<3CC ATIIAAGGAAT ACAAGAGTGT 420 

A1X3GA.H33CA GAACOGCGGT ACQtCAAAAC CACX33GICTT TCATCJTTATC ATCCAGATGG 480 

TATCOTITIC CCACCAGAAA CCGAGCCTGA CCACTTTCAC GCAAITTC5X G3AAA1TK3C 540 

GGAAAAGCAC AATGTIAACGA TTC033AGTT CAGGTOCATG TACGATCCOS G3GAAGTACA 600 

OGAGCXXGAA CTAGATGAGT TCTITTT3CA. IGATCGTOCT GTACGIGAGA GTO2ACAT3A 660 

CAOC1CTTAC OOT7CAGAGA ACGTCTGTGC TIACriMOG ACGATIGATT T3AATO3TTA 720 

CTATACAA 728 
(2) INFORMATION FOR SEQ ID NO: 756: 
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(i) SEQUENCE CHARACTERI.7TTCS : 

(A) LENGTH: 698 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1489UP 



55 
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(xi) SEQUENCE DESCRIPTION: SEO ID NO:756: 

GATCGTAACA TTCtOCAATA (OTITfflG CTO7TCATCG TTICTGATGG CTA3CTGTAG 60 

A1XJrCTTG33 ATGATTCTGS TCT1LTIU1T GTCTCTGGOG C03TTACCGG CCAACICTAG 120 

GATTTCGOOG OXAAGTATT CTAGCACAGC C*JITAGGTAC ACAGGCGCGC OTACXXGAT 180 

TCTCTGTOCG TAGITGCCCT TTCTGAGCAA TCTGTGGACT CTAOXiACAG OGAAAGTCAA 240 
A0CG3DCTTA QGCGATCTOG ACIGCGAAGC CTIGGOGGCA GAACCAGCTT TACCTCCTTT 

accsgacatt Arrrororrc tgigtgtgtg tstotgitia gtgtgaactg cgigtgctat 

GAGAAAACAC TACGCTGAAA CTGCTAAATA ATCCAGACAG CTCCCCCCAC OGCAAAGGAT 420 
CX303TTATA CnCTCTCTA CATATTTATA CTKJIOTTT TOCXTITCTAA TCCTXX3ATCG 480 
TACGCCTCTG ACGCTTCAAC AGACCTTCAC TAGAGGCICG AOTGTGCGG GCTajITTTT 540 
TOGCATGACA '1UJLIW1ULT GGTTTTTTCG CQ2TGAAAAG GAAAGCOCGT 03CTTXCAGC 
ACCAGAGOD3 TACTAGCTCT TKXXXHTOC TG^CTAlGf QCACGCGAAA TTTCATACTG 
TAGAGTGTGC CATCAGCTIC ACAGAGTACA ACOGTAGG 
(2) BJFORMATIGN FOR SBQ ID NO:757: 

(i) SBDUENCE CHARACTERISTICS: 

(A) LENGTH: 727 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA {genctruc) 



600 
660 
698 



(vi) ORIGINAL SOURCE: 
50 < A > ORGANISM: PAG1490RP 



55 
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(xi) sequence description: seq id nd:757; 
gatgacctttt cgatactatg cgpccgcttc acgacatcca aactgaagtc (7tpcgaggac 
cigaqxgca t02aaacgta 0333ttccgc ggagag3cac ttoxttxat ttctcacatt 
gotxsactac atgk3jigac gaaaaogaaa gagaatcagt gxtsiutac 
gagaat03q3 taatggtggg ggagccgaag ccga033zag 0caao3atqg gftcgacaaic 
ctcgtacagg acctctilta caatgtgccg tccaggctgc g0303ciq03 atctccaagc 
gaagagtttg cgaaaatagt ggatgtgstc gxxaagtacg caatccattc ggatxttctc 
03atnt03t gtaagaagtt tggcxsaaaca cagtag30gt taaatgtacg tg3sact7xt 
tcaaaatcag acaagatacg q3ctgtattt qtnxtccag tojitoccaa tttagttgag 
oiagatattr ctgcagaccc tgagcacggt cteacatcca gttcgggcca gattacaact 
ccagacttta acaacaagaa gtctatacct gtkjrjiyn' tcattaataa 033xttgtt 
tcctgtgatc cictgsg3cg agocxtatcc caactttatc caacttcttg ccgaaaggta 
acaaaccgtt tatttacatg agtttacaca taacaccgga gaaigttgat gttaatctgc 

ATCETAC 

(2) INFORMATION FOR SEQ ID NO: 758: 
(1) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 728 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDELNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genardc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1490UP 
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ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDETKESS : single 

{D> TOPOLOGY: linear 



50 



{ii) MOLECULE TYPE: ENA (geriatric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1491RP 
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<xi) SECtENCZ DESCRIPTION: SEQ ID NO: 758: 
GATCTCAAAG ACCCAGTACG ATCGCGTCAT OGGATACATA AACCACGGAA TCAATGAAAA 
CCTCGCTEAC GAACAGTTTG GATC7TGTACC GGAGAAG3GC TACTATATTC CTCCCACAAT 
ATTrCTGGAC GITCCTCAGA GCTCGAGACT CTGCCGTGAA GAGATATTCG OOCCTGTGGC 
CGTAGTTGCG AAATTCAAGG ACTACGATGA AGCTAITCGT TACGCTAATG ACACTAACTA 240 
TG33CTGGCA TCCTGCGT7T TCACTGAAAA CATACGCGTT GGGCACCGCT TTGTCCGTGA 300 
TGIGCAATCT G3CACTGTGT GOGITAATTC CTCTAATC&T GAQSAGGTGG GAGTGCCTTT 360 
T3GCGGGTTC AAGATGAGCG GTATCGGAAG GGAGCTGGGG AAGGCAGGCC TGCAAACTTA 
CCTCCAGACT AAAGCAGTAC ACCTGAACTT TGCTTAGATA GAGCAACTCA TATATTAGAA 
TCACTICATA CATCAACTAT ATATCATTAT GTATATGACT ATGCCAGAGG TGTAGTOGAA 540 
CCACTATITA TCACGTGATA GGCGTTGCGC OGTCATCCCG CCAGTACCTG CGTTGCAGAA 
CQCOGGCGAC ACATTCAGCA GGTGC7TATAT ACAGTTGTCG AGGACASTAT GGCACGCAGT 
ACCATTATAG CAAGTAAGCC GTGTGCTGTT TGCATAAAGC GTAAGGTCAA GTGCGACCGG 720 
CTaGTTCC 

(2) INFORMATION FOR SEQ ID NO: 759 : 
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(xi) sequence description: seq id no: 759: 

gatcatctcc c^taggtct cq33cacgac ccacacaaag cq0333tccg agtcaciocc 60 

gicctoctc33 qcq3gtocga agaaggagaa catgaacgac cccgaitttcg acttgtgctc 120 

cgacoccacc tcctosftcga ocgtgtccac ctigacctqc aocaq33tgc caggacaoga 180 

cagaaagtcg tecttattct cagac^gctt gttcacagct gtiagqctqgt agtccaccag 240 

cgcgiccgcc cog3gcgtgg ccccc7tcto3 tccaccacgg tgi7*iacgac 300 

ogtcgcgtcc atgtgcaqga tcgagccgac cggcactqgc ccgoggaagg tggtggagtc 360 

cagcgataog aaccq33gca gagagtocga gatcgatgac gooxgcagt acgccagctc 420 

aaaixjtctoc cc<atcaggt aaccgccgaa gatcatgtac gwjtgtcggt tccggtatig 480 

cggctgcatg aacatogtcg acttcaggtt cgigtcctqc atcgacacca 03ccgcqd33 540 

acgcagctog ccccoxttog ccogcgacgc gcoccacaac ccgtggatca tcccogactc 600 

ctocgcggta o3333g0tcg 'ictctagact ctcgctctgc ocxtgtagct tcttcocgct 660 

gtlckxxrrc tccoogcgcc ggaactgcac ccactcctoc c7iagca 716 
(2) information for seq id no:760: 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencnvic) 



(vi> ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1491UP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 760 : 



■fSOOCID: <EP 06661 29 L> 
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(vi) ORIGINAL SOURCE: 
SO <A) ORGANISM: PAG1492RP 



55 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7 61: 
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GATCTTGAAC AAAAAGTACT TIGTTATTCT OCAGCTOTGC AGTCTCITCC Ajmi ' lTl i ft C 
TTCOGAIGCT TATTAATACT GGTICTTTAG AT3GTTCCTC ACTTIGGCTA TAOXCATTG 120 
GTTCCGGCGA CTTC7TGAAGG TATGCATTGA GAGTCCK7TC G^EAGAACGT GTCXJTCCTCC 180 
CTGTAGTTTT AGCAGCGGGC TK3GCCG3GA CIT33TACATC AGGCTGAGGT AAAATCTCGG 240 
CTTXCGTIGC AGGTTCTATT TCTGT33GTG GCTCTACACT AGGATCCAAT ACITG33CGC 300 
TACTAGTATC CtATTOGTCA ATATCATOTA TGXXCACGAT GACAGAACTT TCT7CITCCA 360 
TAGGCTO3GA GCATGCAGTA ATCTCGGAAC ATX7TOT7IAGT ATIATGTAGG TGATCCTCTT 420 
OGAAT3TOCC AATCAGCTCC TGGCTGGGAA CGAGTTT303 CCTTTIGACC TTCAACTCGG 
AGTCTTGATG TGGGACTGGC AGTGACG3TA AAGATTTAGG CAGCATGAQC ICCTCTTOCT 
TAAAATGCCC GTOCAGTTTC TCTGCTAAAC TITO3AGGAC ATACICTICA TTGTGAAGCA 
AIACAGTCCT CTTATCCGGA GTCACATTCA CGTCTACAAA CTGOGGGGAG AGCTCAAAAT 
TTAGAATAAT GACGGGATAC TGGACGTTCT TGAAQCTTOG ATATATGTCA TTOCAACfiCT 720 
TCAGGACTT 

(2) INFORMATION FOR SEQ ID NO: 761 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 610 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
<D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic> 
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GATCTACTTC TCCAftCAACG ACCTCCTCTC GHXAATG3C TACCCCGTGA ft003CTTK33 60 

CCAG3XX3CG TICCOCAKr; TTATCGAGCG CCT3TA033C G707TCAACG CCGOCTACAG 120 

CCTO3CCCAT ACCACCTACG GZAA030CAA CQXATTOCC 'IS03CTATG L'lUXUJJbT 180 

CCTO3333CC TOGTCOQace TO2AGACCOC ACAGCCGCCC Q32AOOGTAT ACATO3TTO3 240 

OQACAACCCC CPCAQCGZCA TAA.?i03DX AIACAACTOC GTItXTTCUT 300 

GTCTATCQCG ATGGAGACAC GTIWXOTX CAACCGACCC TCGICGTOGA 360 

CTCCGTCTTG GftCGCCCTAA CCGCCQCTCT CCATC^CTCT TCACATTAftC TTCTAmCTT 420 

20 TTAOSICTTC TATATACCCG GCTCGTCCGT CCGCAGATGC CTAGATCTGA ATCTTCGCCA 480 

ccacagittg ctdctgagcc AAcrrarcrG cxtttococog G33catatoc tcctigcacg 540 

25 TTXO3AQ0CC GCQQCACGTA TGUnTTXXA TCAGCCG3TG GOXGftACAG AACTG3ZCGT 600 

CftCAGAACIG 610 

50 (2) INFCRmTICN KB SEQ ID NO:762: 

(i) SECUETCE CHARACTERISTICS; 

(A) LENoTH: 553 fcase pairs 
35 (B} TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOFOLOSY: linear 

40 (ii) M3LECULE TYPE: ENA (genome) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1492UP 

4S 



so 
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<xi) SEQUENCE DESCRIPTION: SEQ ID N0-.762: 
GATCATGTTG GIXXXXTCCT COGTCG3CTG CG3CGTCAAG TTQa jJl ' TiU ATKXX9CGAC 60 
GAGCGCCTQC GTGAGCCG3T TCATCTOCCG CACGTTCOX TCGAGOQCCG AGGCCTTGTA 120 
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CTCGT033CC GAC/OGTCGT OOTCTPGaGA G^aCTOCTTC GAATTGOAGT TATMlTIGGAG 
CATTGGTGAT CTGCCTGTCC GCAAGSGIGG TGGAAGACGT GTKTTTTO3C CTGTTCGCTG 
AACAAAGCAC TCOGTGTHT TCATGGACGG CGT03TCCCA Q3AGCGCAGA CCGGA3AAGC 
(^0337CAGG 00X3033307 A03GACGTAG G033TnXTC OXACTATGT AATGCTGGAT 
ATGAAGAACA GAAATACTAG ATAAIATATT TGTATTAGAC AGTCGTTGOOG ACOGGCAGAG 
Q3033CGTTC ACAAGTCCGC ATCGTCCTCA TCOCOCAACG O2AAIO003T AGCGCQCTCC 
AGCTOCTGCT G3TACTGCTG CATCAACTGC TCGTOCCCCT OCACCICTOG AGQCGOCTAG 
GCAGGCGAGC CAC 

(2) INFCS^MATIQN FOR SEQ ID N0-.763: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1493RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 763 : 
GATOGAATAA AGTAGGTTTG G03CTCACCG GCATCACCCG CGGACGTAGC OGGAACAAGT 
TCCCCGTGTA AATGTTTGCG TAGTCGATGA AGGTATTAGT ATTCATCTTC TCCAOCAAAG 
ACAATTCATA CTCTTGGGCG GGOX3CGAAG AGITACCAGT GTATTCTQ3C AACGCTGCGA 
GXTTCGGCA ACTAGATTCG AGTOCCTTCT GGAOCTCTGA AACATTATCT AGGATGTTCA 
ACGGATCGAA AC033TGTCG CGGGOCATAG CGGACATGGC AGTTCTCAGA TTCT02ATK3 



1024 



10 



15 



20 



25 



30 



35 



EP 0 866 129 A2 

AACCG3ZATA TAGAGCCAGT OCCTCCTGRT CtTIOCCTTC CTCTTOTEAA AGQ3GACCGA 360 

GCCCCCCGCC GCACCtrTAAA AO^CCTTGAC AAC<*TTCAGA TATOCAGTGA 420 

COICATeOTC TGAGTAGACA CCCOGTAGftC 03ATAGCCTC C7K7T3CATQG GI^TTA'TGT 480 

TGTTGATGAC GTCX7ITCAGC TOCTTGTACT TCGIGAAGCG AGCGC^TCCTG CGGCCTlCTr 540 

OCCATTCGAC CCACAGAQ7T TGCAACAGCG CAACATCGCG GCCCATCGTC GCC<^CAAGT 600 

AGrTGAATTC G^CGTATCTG G3TCGTCC3C TCCX7TCATAG TCCACACCTT 660 

CCTOCTGTCT Q33CTCCATT GACiaXTCT G33CATCAAT TOCOOCGTIC C7CTTCAGT 719 

(2) INTORMATICN TO SEQ ID NO:764: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 base pairs 
<B) TYPE: nucleic acid 

(C) STRANEEXNBSS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1493UP 



40 (xi) SEQUENCE DESCRIPTION: SBQ ID NO: 764: 

GATCATACTT ATCCACCOGT CAAGOCAGGT CTCAATCTTG ACGATGAGCC AC03333CGG 60 

45 CGTCGCCATC TGGAGCCAGC COICCCGGAA GZCAATEAGG TACCCTAGAC CAAGCCCGAT 120 

TAGGTGGCCG ACAAAGCTO3 AGCCGCCCAT TAGCAGCGTG ACAAGTACCA CCAACACCAG 180 

50 CG03ATATAT ACOGTCGGCA TCTTCAGACT TCCGAGCTCG TAGIGGGGGC GGAAGOCCGC 240 

CTCCTO2ACT GCGAAGTAGC CACACAGCGT AAACCACCAC COXTOXCC OXXTTACGTA 300 

55 AACGTTK333 TACAACAACA TGCCAACTAA GCAGTACACG ACGCCCGTCA CAAT3GCCAG 360 
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GAaSITCflGC: C7TCA.TTCC03 TAAACACCCT CCCGTGTGAC QC7ITCGAACA TCGACAGCOG 
5 CACWOGC GACATCAGAT TCAACAGCAA ATOGAAGATT GftCAGGTQCG CCAC?raATA 

a?«32AGfia: axciOOT a^arnocr a*3co3cccc gsatccaaca ggatcttctc 

r0 CTTGATTO33 AACACCCAAT TCM32ACATA OOWXGTA AGGGAACACC GftCAAGCCTG 

CAGTAAGACC GCCCQ3CTTA TGGACCCCGG TtXCTAACAT CKACTTCCAA TCCATCTTCC 

, 5 TCAATCAAAG TOXAGTITC CTTOXJOGTG GCAGIT3SACT AGITOCCCAT 720 

CAAAAC 

20 (2) INFCRMATION FOR SEQ ID NO: 765: 

(i) SS^JEJUTE CHARACTERISTICS: 

(A) LENGTH: 717 base pairs 
2S IB) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

30 (ii) M3LECULE TYPE: ENA (gencftdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1494RP 

35 



(xi) SEQUENCE DESCRIPTTCN: SEQ ID NO:765: 
GATCTPCGTr CGTGAAAACC TTQ2ACGTCT TCATGAGCTC AAGAATTGCC TCTGCATCTA 60 

ncrcrcaxs TrosATrcTG ccttcettat agtcctgaat catocjxqca AAAQCQCGCG 120 

QOGTOCACTC ATGACG33AT C33CCCITAT AG3ACTTCCC TCrAAGCCCC ATGAQ3CTCC 
QCX^OOCATT TTCTICAATA ATATTGACAA CTOmUflT TIOCAACACG ACCTTOTICG 
CGAGACTGTG GAACGTGTTC ACGTCTATCT GCTCAACIAT TTCTACCCTT TCCTCAOCAG 



180 
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AOCATCCCAA CTTOCAATCT GCCTCTTG3A ATGTCTOCAT AAGCTTTTCA TTGATGTTAT 360 



1026 



EP 0 866 129 A2 



ATTTGTCAAG GAGAQ3ATTA GIATITCATT A3SBXTACA ATCCCTTCGT 420 



AAACCAQGTT GTAGACTTTA TCACGCTCTT OX?GftOCCA GGICCCGCTA 480 



CCACATTGAC AGTTC7TACAA QGXTTCATATG GATGTCTTAC TACTCGTGAT TCOSACGTCG 540 



»0 



TCAGTOZTTT CATTCATGTA TGATACATOC TCGAGCGTCG GCGAAQ3AAA TAAATTCGTG 600 



AATTTCCGTT TTAAGATACT CAAAAGAGAT GAGATAACCG CCCOM3X GGAGTAGAAT 660 



15 



TACAQCAGCT ATTGAATATA TTrAGITTAT TTATCTGGCT ACCTIAACCA CTAGTGT 



717 



(2) rNFTDRMATICN FOR SEQ ID MO: 766: 



20 



25 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 606 base pairs 

(B) TYPE: nucleic acid 
CO STRANDEDNESS : single 

(D) TOPOLOGY: linear 



35 



40 



45 



(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1494UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 766 : 



GATCCTTTAG CCCATCCTCT CCAAATTACC CGTGCTTGGC TICAGTACCT CAGTCGGAAG 



60 



AGCGTCAGTC TCATAATCTG AAGGTCGAGA GTTOGAACCT COCCTGGAGC AAGTITTTTG 120 



CTCCGGGAAA TAAGTATTTG GAGCTGGACT GAAGCGCCAA CCTATGCAGC TITGCTGGTG 180 



CGAAGTGTTC ATICATGTCT GCGGACTATG TCTATATATC TIGCGCGTCT TGTTCTTCIG 240 



SO 



CTGGCGAAGA GGAATTGGAT TCTTGGGCGT GGTCTGCAAG CTCT3CTAGC TICCTGGCGG 300 



GCAGAACACT TICAAACGCC 



CATGGTTGTC AAAGTATCTG AGCATGATCT 360 



55 



GGATAACGTG QGTGGTGGTC AGCACCTTCC TCCCGCATAG CTTGATGTAC TCTCCTATTG 420 
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15 
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25 
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SO 



GTAO3OGA0G ttHMSAATG CDZAGTTCTT TGGOCTTATT GTAACAGAGA (XTTTC7K33C 
GCTTCTTGTC CACAATQCOG OCCACTATAT ACGTCGTACC GQCTTCCSGC GTCTCC2033 
TXTTCATTCACT ATCTGCACTA AQGIAAACTG OGTIOGTAGT TGGAAGGOGG GATTCGTCTG 
TGAAAT 

(2) DJFOR>CYriCN FOR SEQ XD NO : 767: 

(i) SB^JETOZE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LBIULE TYPE: Em (gencnic) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1495RP 



(xi) SE0UEN7E CESCRIFnON: SEQ ID NO:767: 
35 GATOGAATTA 03GGGTTTTA ATGAAACATA AGCAACGAGG TCTAAATGCG CAACATCCTT 

GAA1GCAGTC CCAAGATGTA TOOOTI U IT GGTAAAGAAA ATIX7TACCAT CGACATAGTT 
4 0 AATOCCACAT 033ATCACGT CG1CTCGAOC ATA033CTTC GAGTAOGACT TGAACAAAGA 

GCCGTCATTT ATGTAACCGT CCGACCOGTT GTAAATGTAG ACATCCTTAC CAGTGCTACT 
CIGTIGOGAA GTIGGOCIGG AAOCCTCAAA AGOCCCTCTT AATATGTTOG AAGTTTOCCG 



480 
540 
600 
606 



60 
120 
180 
240 
300 



55 



GTTCAAQ3CA GAAAATTCAC OCGGCTCCCT OGAAOGT33A TCGCTAGTGT TTOCTTOGCC 360 
AGCATTTGAC GaaCTTTTG AOCAGKXTT AAATCCAATA TIGATATTGC AGGTTIGGCC 
TGACIG3GOG CTOGICACOG ATAGTACCTT AATTTCATAG TAAAAGATAG CCACTTTCTT 
ATGATTAATA CAAGCATTOG COCAOGTOGA AGOCCACTGC TGCITCTGGT TATTAACTGA 



420 



480 



540 



1SOOCID: <€P 06661 ?9A? I > 
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agtocgtagc ctattattta caataq33ct ctixttcatag ccagagtaga gctgccpgtt 600 

5 oxcttaqgc cgcaajtttg tgaaacogtc tcttgagacc aaaactgagt tgttcgactc 660 

tctkitixrcag aaaggatacc tatcgaggag tattogtct3 agaaa 715 

/0 (2) information for seq id nd:768: 

(i) sequence characteristics: 

(A) LENGTH: 706 base pairs 
r5 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

20 (ii) MXECULE TYPE: TNA (geionic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1495UP 

25 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 768: 

GATCAGCCAA CAGCTGAGTT CTGATTCGAT GAGAGCTATT AGTAAACTTT TTCTTOTTTAC 60 

QCJTXTGOTC CT33GATCGT TACAGTACTA CTGTQGACQC TACGGCGCGT GCCCCGCGCA 120 

GATTOCAGTG ATAAGCCATT ATACGTGGCC TIGCACGTAC GOGCCGGCAG TAOGGGATAA 180 

ATTAGGGAAG GCCAGCGAGT GGTACGQG3C CAATGCGGCT CCGCATGTGT CG3TGGCGAG 240 

CGGGTGGATC CAAGOGAAGG TGATOOCGCA CCTGACGAAA GTATCCCAGT GGACGGAGAA 300 

GCATGTACAA OCGGGGATGC QGCAGOCTOG CGCGGACGOG ATAGTAACAG OGOGCGTGGC 360 

ATOGAATOTC GTACAGCAGT ACCAGCGGCG GCATGTGGTG CCTCTGACAG GGCGACTGCT 420 

GGCGAAGTGT C03TGTCTCG AGAGGTGGGC CGAACAAGCT GCGCGCGGCT GGCAGTGGCT 480 

CTGCAAGCAT GCTCG3903C TACCACAOCA GTACAGCAGC AGTATOCTGC GTTTGTG3CG 540 

CATAT33GGG OCATATOGGA GCCTTTQCAC GOCGCCTACA ACCGGATCTA TCTGGACTTG 600 



35 



45 



SO 



55 
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COXGCCCAG T3CAG3AGAA GACtTICCGAG (3^CSCNJIUZ 03CX5XCO3G QGGACTCAKT 660 
S ACATCACATC CACTATCACA ATCACCATGA CTO3CTCGAT GAACTC 706 

(2) INFORMATION FOR SEQ ID MO: 769: 

'° (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 749 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS: single 
,s (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA. (genomic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1496RP 

25 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO:769: 
GATOGTTITC TC7ICAAACCG CAGTOGQjTT CAAG3AGIAC GTTGAATTTA GCTCTK3CAT 60 
TCAACAAGTC TTTCCCAGTT TCCACAATGT TC7TCGATAAT GAAG33TrTA AAGICTAGAA 120 
GCTCTTCTTG CGTGAAGCCG TTCTOGTGAA GAATCTTCAG TTCIT3CAGT ACO3T0GATT 180 
ICCCOTICTC GCCAGAACCC AACAACAAAA CCTTGAOCGC GOGATTOCTG GCACTOGGTT 
GCCCCATTGA COCT33TCCA OCCACTGCCG TTGICT3CIC ACTCGTCCCG GATACCACGG 
AOCGTrrcCT GCCOOCCGCT GTMXX3COQ3 ACGTGCIATG ACTO33TGAC OICTCAOTIT 
TCACITCTOC: ACCCTAATCT ACOCTCTTTG CHXTCriT TACCTTCICA GAAGCACCAT 420 
GTtl^lCCTG ACGCCOCTTT TCCXXXJTTTO TTO2TGATCC CTI U I U C ITC GACQCOCACA 480 
50 ACCOCATTAT GT03SGCTCT ATAJCCACCA GTACTTQGAG CACTCTAGCG CCT3XTriC 540 

TTTCAAATAT TACCGICCOG CCAAAAQOCA CTTATAOCOC CTGA1CAATC GATTCCACTG 



30 



3S 



40 



45 



240 
300 
360 



600 



55 CTAGAQQCTA ATPAG3CTOC CGCTTGTCAC TT033333ZC AICACATTAT ATTCATAGCA 660 



'•NSOOOO <EP 09661 29 A2 I > 
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15 
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30 
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AAGTAGOTGC CAACAGAAAA AATCACCCCG OCTCCTITAT TCtAICACGTC AfiGAAATOCA 720 
CATGAACAAT CACGTGAACA CACATTT3G 749 
(2) INFCKMATICN FOR SEQ ID NO: 770: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LEXCTH: 754 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1496UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID WD: 770: 

GATCGAM7IC AATCCCAGAC TATCTCGTTC TTCTGCATTG GCGTCCAAGG CAACAGGATA 60 

CCCXXTIGCC TATACTGCCG CTAAGATTGC TCTTGGGTAT ACATTACCAG AGTTGCCTAA 120 

TCCTGTTACC AAGTCGACGG TCGCCAACTT TGAACCCTCA CTGCACTACA TTGTGGCCAA 180 

GGTTCCAAGA TGGGATCTCT CCAAATTTCA ACACGT3GAT AAGACTATTG GGTCTGCCAT 240 

CtAAGTCCGTA TGQCGATCGG CCGGAATTTT GAGGAAGCTT TCCAAAAGOC 300 

TTTCCGTCAG GITGATCCAT CTCTACTAGG TITCCAGGGC TCTGMXftAT TCGCAGACCT 360 

A2ATGAAGCC TTGCAATTTC CEACAGATAG AAGGTGGTTG GCTGTGGGAG AAGCGCTAAT 420 

GAACAGAGGT TACTCTGTGG AACGTGTACA CGACCTTACG AAAATTGATA GAT1T1TCCT 480 

50 GCACAAGTGT ATGAATATPG TCCGAATGCA GAAGCAATTA GAGACCCTAG GATCAATAAA 540 

TCX33CTAGAC GAGGTTCTGT TGCGGAAGGC TAAAAAGCTC GGCTTCTGTG ACAAGCAGAT 600 

55 TGCACGGGCT ATTTCAGATG ACCTCTCTGA ATTOGATATT AGAGCGCTCA GAAAAAGCTT 660 
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•nXCAITITC CCATTTGTTA AAOTTATCGA CAOCATGGOG GCAGA^GTTC CIGCGGTAAC 720 
5 CAACTACTTG TATGTTACOT ATAATGOGGT CAAA ?54 

(2) INFORMATICS FOR SEQ ID NO: 771: 

10 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 740 base pairs 

(B) TYPE: nucleic acid 
<C) STFANDHXIESS : single 

75 (D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (genonic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1497RP 

25 

(XX) SEQUENCE DESCRIPTION: SEQ ID ND:771: 
3Q GATCATTTaS TCTTCTTQ3C CTCTACAAAC TCIGAATATC ATACTAGfiCC TGAAGTCAG3 50 

TAfXGAGCAA O30AAOCCTT 033TCOOSGT AGAGGCTGGC AAATCCATTA AAAAGACCGA 120 
3S TTCX3AATG3G AACTCTAAAA TTGAAACTAA GCAATTTCAT GAACTCTCGA CAGITCCTGG 180 

TCTTTCCAGT ATTGACTATT ATAACCTTAA GAGAAGGTAT OGAACTTACA AATCTCTGAA 240 
^ AA3330GACT ATTGAAGATA TATTACATGT TGITGTCGAC AGAGATCTOS CGGA3CGCAT 300 

TGTTAeTCAT ATCCAAAGPG AATCTGAGCT GCAACAATAT GAGGAGGATG GGft3GAATGA 360 
45 GGTATGAAAT C7ITCCCCA2T TGGATTAAGG TAJCAGGTGG TCACGATATC CACTATATGG 420 

TGCTATTAAC OGCATGCAAA GTGTAGAATT AAGOTAAAGA ATATCTTTATA TATATATATT 480 
so ATAAACTACA AACTAAGGGA OGCAATGAAA TCTAAGTGTC OCAAGGTTAG CCTIAATACC 

GGTACTTGGA TAAAATCTOC TTTTTCAAAT GATACAAGCG TOCCATTTCA AACGCCATGC 
55 CAGAATCACT G3CTGGATTC ATCATGATTG TGATTGCGGT TGCOIGAGTC GGAAATAAAT 



540 

600 



660 
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TftOCAAIACT CATTATACOC TTC032ACCT CCAOD3XTT CTtTIQ33TA O^ITCAAATG 720 

s AGGCAATTTG CATACTCTTT 740 

(2) INFORMATION FOR SEQ ID MD.-772: 

, 0 (i) SEQUENCE CHARACTERISTICS: 

<A) LEN3TH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
15 CD) TOPODCGY: linear 

(ii) MDLECULE TYPE: UNA (gencxnic) 

20 (vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1497UP 



25 



30 



35 



40 



46 



50 



65 



(xi) SEQUENCE DESCRIPTION: SEQ ID 2*):772: 

GATOCTGTCA C^3CG33CGA CGCCGCAGOC CaCGTACG3C GAOCTOCAGG ACGAGGTGAA 60 

GSEAGGAGGG TCOGAGGCGG CCTTTQ3CGA. TCGOGCGTTG TTCGGGGCGA TGQGC033CG 120 

C033CCGGAG GATGGCGACG AQ33CCCACA ACTTGGTGCC QGGGTOGCGC CCATGGTGAC 180 

GCCGCACCTT CCGATGGAAC OCTCGCAOCC GCACOCOCTG CCACAGCA03 CCCCCACTCC 240 

GCSCCAOCCA CAOCAOCCG3 OCCAGAAGCG AATGCACATG CTCCAACAQC TOCACGAAGA 300 

GCAGAAGAAC TATTCTTAGG TGGACCGCCA ACCGTCAATT ATGCAACfiGC XTCACACAT 360 

GATGCAGCAA CTGCCGCAAC AACGGCCTCG GATGCAGCAA CTGCCGTTGC A033CCAGTC 420 

CGAGACGCCG AAGOCCGCAG GCAGTTCTCC AATGGTGGTG CCCGTCAACC ATAGGCAGCT 480 

GTTGCfiC/^C CTCGACCCCA GCATCCAGAA A?GM7TATCA CAG3ATCTGA ACAGCAAGCA 540 

GTATGAACTA TTTGTGAAGT CTTTCATGGA ACATTGTAAG CGGTGTAATA TTCCGTTTAA 600 

CCCAACCCTG ^GATflG3CGG GAOOCGGGTG AACTTATTCA TTTTATACAT GTT03TACAA 660 
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10 
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20 
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AC^TGGGOG QOGC^AXAA TATCACGAG3 CTCCAOCAAT GOOGCQGCTT CQCAGAAAAA 



(2) INFORMATION FOR SEQ TD NO: 773: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 
<B) TYPE: nucleic acid 

(C) STOANEELKESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (gaTorac) 

<vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1498RP 



(xi) SEQUENCE DESCRIPTION: SEQ TO NO:773: 
GATCACTACG TGACATTCGG TACGGAATGG CACTCCAATC CCGACAAACC TCTICCTACC 
CCCTC*CTIA aDCCGATGTG CCAACTACCA CACATCTOCG CCATAGCCCC AGOCAICTGG 
<^COAAATGT ACTOGATATC CTTATTACAT GICTACGGCC TCACtTTOCAT CCACCA1CTG 
ATAICATOIC TQCTCTAG3C TATATATTTC OTITCCQ3CC A1ATCTACCA GAAAGCACCG 
TITCCOGTOC GATCAACTGT A<GITAAGCTG GTAAGAGCCT GACCGAGTAG ICTAGTOGGT 
GACCATACGC GAAACICAGG TOCP3CAATC TTITTrnTT CCTCCTCCTG CAAGCTGGCC 
<XCAACACAG GICAOOGTAG TATGGCTCAC ATGCAATTCA GATftTCTACT TCTGACTOGT 420 
CTOGTGGGCT3 AT03CCATCA TTOCAAACAG TOIXXTOGCA T33GACTTTA AGGACCTCGC 480 
GATAATAATC AC^GATOGIC TACTEATAAA ACATCACGCA CAAAAAGAAA GGIGCAGCGA 540 
AATGGTATAT ATAGGTOCTC CAC^TCCACC CaCCCCTCACC TXXTTACTIGG CCCEATCTOC 600 



GICTGCGTO3 aXTTTOCCCC TGAGATCCTG TCOSCCCGAA ATGTACTCTC AAATGOGCTT 



60 
120 
180 
240 
300 
360 



660 



55 
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GTTCAGTGGC CCAIACAGCT CATTAN3CIC £GTQGCCCCG ATTXTIAGTA GTA 713 
(2} rNTOFMATICN FCR SEQ ID NO:774: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£NGTH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEXKESS: single 

(D) TOPOLOGY: linear 

1S Hi) M3LECULE TYPE: TKA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1498UP 

20 



10 



25 



30 



35 



40 



45 



50 



55 



(xi) SEQUENZE DESCRIPTION: SE)3 H> N0:774: 

GATOKTITOS TIGTCGCATO GA7GAAGAAC GCAGCGAATT GC3AIAAGTA TIGIGAATTG 60 

CAGATTITCG TCAATCATCG AATCTTP3AA OGCACATIGC GTCCTCTGGT ATTCCAG333 120 

GCArocrrcrr tigagqgica Tnccrimc aaaccctcgg gttt3Giaat gagigatact 180 

CQGTCOIA^S ACAAGGTIAA CTIGAAAATG CK33QCATO3 GCGGAACTIG CGCGGACTGC 240 

G3ICIGAXT AGinCEO CIGCGTATIA GGTTDOGAOC AGAT03K33A GIX33ACCTO3 300 

CGCTTGAAGA ACGTACGACA AACAAGGCCT TOCAG3CGAA IAGIATICCC AAPlGITO: 360 

CTCAAATC?G GTAGGATEAC CCGCIGAACT TAAQCATATC AATAAGCGGA GGAAAAGAAA 420 

CCAACOQ33A TIGCCTIAGT AAQ3XGAGT GAAGOGGCAA AAQCICAAAT TT3AAATCIG 480 

GCGCCTTCGG CGTCCGAGTT GIAATTIGAA GAAAGTACCT TOSTTGCTAG ICOCTGTCTA 540 

TGTTCCTTQG AACAGGACGT CATAGAGGGT GAGAAICCCG T7IGGCGQGG OTOOT?OrGC 600 

CAICTAAGGT TCTTTOGACG AGTOGAGTIG TTK33GAATO CAGCTCTAAG T3GGIGGTAA 660 

ATTCCAICTA AAQCTAAATA TT33CGAGAG ACCGATAGC 699 



1035 
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(2) DEFORMATION FOR SEQ ID MO: 775: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 742 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1499RP 



(xi) SEQUENCE DESCRIPnON: SEQ ID NO: 77 5: 

gatcagctk: atcgattacc CACAATTCCG CTTCAACAGC AACGAGGCCA CCGAGATOCC 60 

CTTCCOCTAC GTACTGGACG CTGCT33CAG OOCCATICTG CCATCAGGCA TOCTAGAOCT 120 

CATCAAAAAG CACTCCGAAC AGAGICTOGA T3ACCTACTT TAG3CICGTT GAACAACAGC 180 

TTATAGAT3A 1GTATATATC CC<DGTCGTOC GCCAGAGACT Q3CAT0GGAA GCCACOCAAC 240 

CTAAAGICGA TAGAACTCTG TCAACAGAAT CAGTKTmT CCTCCITCAG CAOCICOCCA 300 

AmGCIGCT CGAAATCGAT ATCATCAGAA GTGGTTITIG CAOGAOCA3C TACO30O33C 360 

TCCTCCGACG CACGICCICT AOCCTKJEAC AAIGACACAC CCCCGAACAG CGTCAATAGC 420 

GnXCAAGCA CCAAAACATG AGQCTGAACC SCTTICCAA AGAItTTlGTA AOCTTGACCC 480 

ATO3CTAATC ACCGAATCCG COGCAGATAT GOICTGOTGT CTAGCGGTCT 540 

GCATTTCTGA OCTCCTATTC GCG3AGGAGG CAAGTOGATC TAGACXXX7TA CAATCAGGTG 600 

riOGGGTGTr TX7KTAG3GTA COGAGGAGGT AOCAOGTCAT COTTCAAATA TCTCTEAOCGC 660 

CCCATCAACA TCTATIX330T GCATIX33GTT T33V3CACGG GCGATCATIO GAGACTAACA 720 

CTCACGAATT TTOCCTGGCG GA 742 



55 
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(2) INPCRMATICN FCR SEQ ID NO:776: 

s (i) SEX^JENCE CHARACTERISTICS: 

(A) LETXJIH: 716 base pairs 
(B> TYPE: nucleic acid 
(C) SIYWNDEDNESS : single 

10 (D> TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencndc) 

, 5 (vi) ORIGINAL SCXJPCE: 

(A) ORGANISM: PAG1499UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:776: 

GATCGCAATG GAGAAGCTAA CGCTGCTACC GAAG3TTATO AGTGTTTTGA AT7AAGGCGAA 60 

CCTTGCAGAC ACAATnTGG ACAAT-AAITT GCTACAGAGT GIGCGGATCT GXTTGAOCX? 120 

ACTOCCGGAT Q3ATOCCTAC CATCCTTOGA GATACAGAAG TCTCICTTTG CCGCGATIGA 180 

GAAGCTCCCC ATAAAAACAG AGCACCTCAA QGAGAGCGGA CTGGGGAAGG TGGTCATATT 240 

TTACAOCAAG TCTAAGCGTC TAGAACACAA CCT33XCGG CTAGCIGACC COTIGGTTCC 300 

AGAATOGACG CGCCCTA.TEA TCGOCGCITC CGATAACEAC CGCCACAAGC GTGTCCTGAA 360 

GATGGACTTC GACGIGGAGA ACCACCGTAA GAAAOCCOCA CTTCATTCTG CCAAATCTAA 420 

GAAACOGAGA AAG3CTGCAG T3GACGAGGA GAAACACAAG TCACTCTACG ACCTTGCCGC 480 

TGCGAAGCCG AACAGAGCCG CAGOXXTCC GCAGACAACC ACCGATTACA AATAGGCACC 540 

AGTCAGOAAT ATCTOGAACG TACAGACCGG GATOCGCACG QCAGGCGTGG OCTCCACO^r 600 

CAACAACAAC GATCTCTACA ACtAGACTCAA CTCGAGACTT CCCAAGTCTA AACG3TCCAA 660 

CTAACCGCTG TGTACTTCAG CTAATAGTAT TATAATAACG TTTAATGATA CTGAAA 716 
(2) INFORMATION FOR SEQ ID NO:777: 



^rP 0M6129A2 I > 
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(i) SB^JEMIE CHARACTERISTICS : 

(A) LENGTH: 719 base pai^s 

(B) TYPE: nucleic acid 

(C) STKANDEENESS: sirigle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genoruc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1500RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 777: 
GATCAGOTAA TO3CTOCTTC TCAAAGACCA AATCCITCAC CCCTAGAACT TTICCTAGAG 
CATCCATKX CATAAOCTAG gTOXTT TOT GTCCTTAAAG AA1AITOGTT TAATTTGCTT 
TU3CGGACGG AGTAAAGCGT TATOIAGCAT TITTCAAAAG AOGCTEAATG GACACATCCC 
AGGATAGTAT CAATGAGAAA GTCCAATTCG TO3CAGCA3T GTOOTaGTTC TWATTTAC 
T3TTATACAT CTACTO2AGA CIOAAGCATA TATACCAAAT AATICACCAA ATACTA3C7K: 300 
ITCTAAGTCT TCAGCTCATG GATK33CGCC AAGGOGCOGC AGAGCTOCAG GTAGGTAGCC 
ACACCITOA AAATCCTCAT CTCCGTGAAT CXTATTPCTT TAATCATCTC CAGOCGCAGG 

ggtictttaa tctctotcaa cttcttcatc acacogaaac aiciagigat tatotcocc 

QCCGAGTACC TTTOXCCAC AATI03CGTA AGIAATIGAG OGACTCATCA AGAGTAOC7G 
ATAGCAGCAT T1TCTTCATG ACCAGGGGAT GO330GAGTC CACTATCTTA AAAACGTTGT 600 
COCOGTTCAC TAACGTGAAG COCGCCACGG TOCTC1X3CAG ATIGTTCATC GCCTGCD3CA 
raTCACCITC OXAGTCAAT ATCAGCGCCT CCAGACCATC AITOGIX^K: TGTACGTTT 
(2) INFORMATION FOR SEQ ID NO: 778: 



60 
120 
180 
240 



360 
420 
480 
540 



660 
719 



<i) SEQUENCE CHARACTERISTICS: 
55 I A) LENGTH: 664 base pairs 



ISDOClO: <€P 06661 29A2 I > 
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(B) TYTE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY": linear 

5 



(ii) MDLBTULE TYPE: (genomic) 



(vi) ORIGINAL SOURCE: 

10 

(A) ORGANISM: PAG1500UP 
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(xL) S3QUENCE DESCRIPTION: SEQ ID N0:778: 

GATCCCGACC CCCCQCGTCA CO3CAAO30C COOCAACCQC GflOGAGGAGA TCAATOGCTT 60 

TGACCTCGAG GCGCCGCCCC AAAAGAAGAC CAAAATACTA TAGEAGTACG TACATK7EAA 120 

TACATGCGCA AGACTIGCCG CCftSTTAGCC QCCCGCCTOC CAaTTCTTCA CC?G3XCGT 180 

GCCGTCCGCA GACGTCCTCA GCAGCIUGCG GCTACOCTCC TTGTA3H333 1GTCAAT3AC 240 

TOCQCCCGCA TOCAGAGACG CCAGCHCGTC GGACAOCACT ACCTCGCTOS TCACGTCCAC 300 

TACGTAGOCG TAOGOZGCAA CATAGOGTIT GTCCTCT2CG AAAQCGCWX GTOXAGGAG 360 

GCG1CCGGTG TICCGCGCAG GGAG3QCAAA TOCCCGCCTT AGACGCTGTC CGOXTCCK3 420 

GCCGTAAA?G CTCACACTGT CATCGAAGCC CAG3XACAC ACCTCCTCTC CATQCGCGGA 480 

AGTGCACAGC GAGGTCACAC CACTCCGGTG GCasSTCIGC GTCTICCACA CTXIJICCTC 540 

GCIGCGCCGC TGCTCGTAGG CKJJTACCAC TOXTCAATO CCCGACGTGT ATA0CO3CCC 600 

QQCCGAGACC GGGCAGACGG CX33CTGATAG CAGCGGAAAG TCQGTOGOCA CAAAAGCCGC 660 

CQ33 664 

(2) DJFORMATICN FOR SEQ ID NO:779: 



(i) SEQUENCE CHARACTERISTICS -. 

(A) LENGTH: 696 base pairs 
(B> TYPE: nucleic acid 
55 (C) STOANEELTIESS: single 
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(D) TOPOLOGY: linear 

<ii) M3LBCULE TYPE: ENA (gesTcmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG150IRP 

(XI) SEQUENCE DESCRIFTICtf: SEQ ID NO;779: 

GATCTATITA AATATAACAT ATTATTTATT TCITTrTrm AACATTTTAA ATITAATIAA 60 

TTATTTATTT ATTTAATTAA TEATTTTTAT TAGTTAAGAT AATTTTATAA CTTTAATTAG 120 

AGftGCTAAGG TACACACOCC TAATOCTTTCT AGCATTCTTG TOCTACCACT CTAATTAAAG 180 

AGTTATTATA TTAATGATAT AATATGTAGA TATTCaGTTT TGAACIGAAG AIATATGTCC 240 

CIAAAACATA TGTTITACCA ATTAAACEAT ATCCACEAAC TITEATBflA TAATTTAATA 300 

ATTAAGAATA TTTTAAGATT GAATTAGA03 AGTA3TAAAT GAATGAATAA GAGGT3G7TGA 360 

ATTTAATATA AACIGAATAG ATGATGATLT AGTACTATIG ATIAAGAAAA TATTATriGA 420 

TTCAATAAAA TXZAGGTAGTT TTATATAATT AATAGATTTA TTATTAACIT TATTAGTTAA 480 

ACCATTTATT AATIGATCAT AAATAATAIA AAG3AATAAC ATTAATGATA TAATAGTTAT 540 

TATAGAACCA AATGAAGATA CTAAATTICA ACCTAG3AAT AGATCACGAT AATCAGGAAT 

lu-iu-j«fj- ATAOCATTAA TACCTAAGAA ATGCATAGGG AAGAAAATAA TATEAAGACC 

TAAGAAAAIT AATCAGAATT GAATTCIGAT AATTTT 

(2) INFORMATION FOR SEQ ED MD:780: 

(1) SECUENCE CHARACTERISTICS: 

(A) LENTIL: 722 base pairs 
(8) TYPE: nucleic acid 

(C) SrraANDECNESS : single 

(D) TOPOLOGY: linear 
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<ii) MOLECULE TYPE: DNA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1501UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 780: 

GATCAAATAA AAATAGAAAT TAGCTEAATG GTAGAGCATT CGTIITACAC ACGAATAATT 60 

T3AGTTCGAT TCTCAAATTT CTAAATAATA ATTAACAATA ATTTAAATTT GGGTAAAAAT 120 

TAATAAATAT TAAOGTATAT AATAATTATA TACnTATAA AATTACICAA TGTEATTAAT 180 

AAATTTATTT CTTATCATTA ATAATCATGT ^OCTACTCCA TATAATATAT ATTTTCAAGA 240 

TTCACTACTA CCTCAJCAAG AAGGTATITT AGAATTACAT GATAATAITA TATTCTATAT 300 

GTEftCTroiT TTAQGTTTAG TTTCTTGAAT AATAATTATT A1TATEAAAG A'lTATAAAAA 360 

TAATCCTA2T CTITATAAAT ATATTAAACA TGGTCAAATA ATTGAAATTA TITGAACTAT 420 

ATTATFTTAT TAATAATK3C ATTICCAICA TITATITTAT TATATTTATC 480 

IGATGAAGTT ATITCACCAG CTATAACTAT TAAAGTTATT GGTTTACAAT GATATTGAAA 540 

ATATGAATAC TCAGATTTEA TTAATGATAA TGGTGAAACT ATTGAATATG AATCTTATAT 600 

AATTCCTGAA GAATTATTfiG AWSAAGGTCA ATTAAGAATG TTAGATACTG ATACTAGTAT 660 

TGTTATIXICG GTTGATACTC ATGTAAGATT TATIGTTACA GCTCTAGATG TEATTCATCA 720 

TT 722 
(2) INFORMATION FOR SEQ ID NO: 781: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 710 hose pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 
55 (D) TOPOLOGY: linear 
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(ii) MDLECULE TYPE: ENA (genonic) 

(vi) ORIGE^L SOURCE: 

(A) ORGANISM: PAG1502RP 



(xi) SECUEMZE DESCRIPTION: SEQ ID NO: 7 81: 
GATO3CTOCC AACCCCTGCT TGATCTCCAT ACTCMCTO3 TTTITCAG3T A3CX3CGGGTC 
CTIGAATACG GACTTGTCGA AAACGAACAC ATAAGAGAAT GACGCCACGA TCAGGTACAG 
CAGOCAGCCA AACACTGTCG TCAOCAAAAA CA^GACAAG CTCTOCCGCA ACAGOCTCIA 
TOXOX^GC ACCG^CCGA AAGCATGCGG GCTAACCICG AACATAAACG GTOCATAOCC 
A33VEROCTOC AG333CCTCT CAAOCGACCT GOCGAACACG 033GTCGCAT TUCCATCTO 
OXXTEAATC ATOGCCIGCT CXCAAGICCC GCCCAICTIC G3CGACAGCG ATGCTOGCAG 
CAGTCTOGCA TACACATAGT CGAAGAAGTA CGAGTOGCAA AACTCGAGCA CTAAATCCAT 420 
03TCO3AGAA COTEATAGAC TAGGAGAAAC AATTTEAGCT CTAGGTIGCC TOOCTTCTAG 
CGIGATAACA GATCCTOCTA CAGCTACTAA AGCCCA1CTC CCGCTCTCCT C X aULTATlT 
GCACITTTAT ATT33TCCATC COGGCACIGA CCT^ACGTAC GCGGCTCTAT ACGACGCTAA 
40 AAAATCAAGT TACGAATCCA CTATACGAAT GCGTIGAGCA AGGAACGAAT CCCTITTGGA 

ACGACGATAT CACGTGAACG AAGCCGCAAC GTTCGGGIGC CGGGCGCCTA 
45 (2) INFORMATION FOR SEQ ID NO: 782 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 692 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

55 (ii) M3LECULE TYPE: LUA (genanic) 
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<vi) ORIGINAL SCURCE: 

(A) ORGANISM: PAG1S02UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 782: 

GATCAAAAAT AITCGACGCA TITGD33CIC TTTAGTGTAC TTOGOJKZAT TATGGAGATG 60 

GJZPATYTPC ATOGGrATrT TCGCCTTACT CATA^^GTA TACAGTODCA A Tr i CCG lG A 120 

ATTGAGGCCT ATAAACATCT GGfTAWICTT ATCTTCM3TT CICTCTO333 ATTCCOOCAT 180 

CACTQGGAXT CCATTCAtTTT TCAQ3CTOCC AG3AGTTGS*s. ACIAAAACGT OJITITI OGA 240 

TCCTCTCAGA raCKno: CATCAAQGGC AAGATAGQCA GG3GTQ2TTT TGTATGAATA 300 

TOCtXTTPGAG GATCICTCAC TCCA07TK33 AAACCTATAT TAIGCJIGCAA TAEftTAITAA 360 

TGATAAGAGC THCICTGAC TAACAGCAGT AACTCTTAAT TGAftGIATTT GTIATTTCCA 420 

ATCTTCATAC AGTAT3TCAC CXTOTIGrAT TAXAGATTK: GTITACGAAT TQ3ATCGTOC 480 

TTTOGI03CT QOC^AOSTCAG AAGATCGATA TAATAATATA TATATEAITA AATTATGCTTA 540 

GGTAG33AAT TGCTATTTCT GTCTAGTACT CGATCCCITA TCTACAACTT CTAGTTOCAA 600 

CACATGATAT GCTGIT3GACC AAAAC3CTAC QGLU1TATTG ATTTTATTCA AGjTCAAGAT 660 

CATATATTAG OGIAATATCT GTQ3A33TTC CT 692 
(2) INFORMATION RE SEQ ID NO: 783: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DMA (gencttlic) 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S03RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 783: 

GATCTTCGTA TACATGTCCC AAAOTCCTC CAAAATCTTT TCGTCTCCAT OOT2AGAGQC 60 

TOCTACAQCT TITC^3CCGA TAGAATTGSA AATACCATTG GAGATTGCTA TTAGIAGGAA 120 

GACAAIAIAA GTACCATCTG T0GA.T0333C AS^GCCTTTA TCAAGAACGT CCATCAGC7IT 180 

,5 GITCTTaSAT ACAQCAGTCT CAITTAATAA TAATOCCTGC 1CAOCACTGG GCAAAAATTC 240 

AGAAACATTC AGCAGTICAG AGWjKSAGTT CGftCTCAAAG TTITCGGTCA TTGTCTCTAA 300 

20 CAAGACAAAA ACAACGTCCT TCCT3CTCTC ATCAACATCA TAAiXCTTGA AAftCCTCGftG 360 

CAAAATAGTA TiUIUCTOGA TCACGITCAA AAATAOCTCT AGAATTAATG CCTTCCTCCA 420 

25 CAATAAAGTG TCACATTTAG G&GACAGAGT GI03ATTAA.T AATGATAAAA TAACTTCCAA 480 

TirXAATTCC AQCAATCnCA AATACTGAAC CTTTATGAGA AC7K7TAATAC A1CTGGCGCT 540 

30 AOSAACCACA ATTGSAAAAT TTTIQGATGA QSAAATGTCAC CICAATAGEA Q033CAOCOC 600 

Ui-riuriCGC AACAGAAATA ACAGATCTCG C^IGTGICAAA AATAATAATT CATAGTTCAA 660 

55 TAAAACCAGT TCTAGGAQCT CTAATCCATA CTCX7KZATTT ATOZAA3TGC TATCCA 716 
(2) T1JFCRMATICN PGR SEQ ZD ND:784: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 637 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 
45 (D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencroic) 

SO 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1503UP 

55 
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(xi) SEQUENCE INSCRIPTION: SBQ ID IsD:784 : 



GATCTO330G CTTCGAAGOS AAAOSCQ33C CCCAATCCCC AGTCTATCTTT CAAGAG3XG 60 



AACAGCAQ3C G3TCATG3CA TTCAATAAGC GAATG33CAC TOGAGOSTTG CCACATCATG 120 



JO 



TCCTO^ATAG CATCATATAC TACACAGACA AOJKX?TOGT GAA0333ZTT GGAAATTTTTT 180 



OOGCGAGCTT AOCTTCCAAG ACCTCCTCOG CGACAAGCCT CA033^KUT OEAAG3AAAC 240 



(5 



GCATTGGTCT CGAA03D3CA AATGATGHCT TTCnAXACCG CACAAAftGAC CIOSTATTCG 300 



20 



ATAGTGA1GA AGATATACCC AGAACCTAAC 



GATAri'IVlC 



GKXOGAACC G333XAIAC 



360 



CACAAGAQ33 GTTGATGGAT AAA^333XT 420 



TICAAAAGTG GCAAGCGAGA GCK3XGACT CTOCTTGCTT TIGJKXQQC GACTGTA03C 480 



25 



50 



35 



40 



45 



AATGTGCCAT OCCGTG332C TTCTITTAOS OGAGATCCAG TCTCQCAAGC CTOXTGTAA 



CCAGAACACT 



OXCGACAGG TCCCTCGTO3 ACCAGOCAGG CM XTiUa 



TCTGATAGGC COGATACTGG GTATCTGOCA AGAGAGO 
(2) INFDRMATICN FOR SBQ H> NO: 7 85: 

(i) SEQUENCE CHARACTER STTCS: 

(A) LEN3TH: 708 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEENESS : single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1504RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 785 : 



£5 



GATCAATTAA TAAATGSTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 
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ixi) MOLECULE TYPE: DNA (genomic) 
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CTACCTGATT TIATTGAATC AAATAATATT TICTTAATGA ATACTACTAA ATCATCATCT 120 

ATTCAGTTTA TATTAAATTC ACCACCTCTT ATTCATTCAT TTAAIACICC TCTAAITCAA 180 

TCTTAAAATA TTCTIAATTA TTAAATTATA TAATAAAAGT TA^TGGATAT AGTTTAATTG 240 

GTAAAACATA TGTTITAGGG ACATATATCT TCAGTTCAAA ACTGAATATC TACATATWAT 300 

ATCATTAATA TAATAACTCT TTAATTAGAG TGGTACCACA AGAATGCTGA AAGCATTAGG 360 

'5 CCTGTGTACC TTAOCTCTCT AATTAAAGTT ATAAAATEAT CTTAACTAAT AAAAATAATT 420 

AATTAAATAA ATAAATAATT AATIAAATTT AAAATCTTEA AAAAAAGAAA TAAATAATAT 480 

GTGATATTTA AATAGATCAA AAITICAACA ATTTCCAnT OOTTAGTAC TACCATCACC 540 

ATGACCAATT GTTACATCAT TTACTTTATT A03TTTACTA TEAACTTEAG CITITACTAT 600 

ACA3GGTATT ATT37TAATA TTIATCCCTT ATTATIATCT TTATEAGTAG mTATEACK 660 

AATAACTTTA TCA3TEAG£G ATATTGTAGC TGAACTTACT TATTTACG 708 
(2) INFCKMATICN FCR SEQ ID NO:786: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 



(Vi) ORIGINAL SOURCE: 
< s (A) ORGANISM: PAG1504UP 



50 < 3d -) SECUEJCE DESCRIPTION: SEO ID NO:786: 

GATCTTAATT TAAAATTTTA ATIAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 
£5 TATAATdTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATGAAAA TTAGTAAAAT 120 
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AAATAGAAAA CCATAAGTTA ATrGATTCAT AAAGAAAAAT G3AATTATTT GTGGCATCTT 180 

5 AATTTTTATT ATTTAATTGA TTATTATCTA TTTAACATAA AACATTTTAA MTGTTATAA 240 

AATAAATAAG AAATTACTTA TAGAATATTT ATrAAATAGT ATTTAATTTA ATTTTAATAT 300 

'0 TAAATATACC ATTTTTATTA ATAAATAGAT TATTAAGTTT ATTAATATTA AGTGATATAT 360 

AAITTAATTT ATATAAATTA TTIAATTTAC TTCATTGAIA TATATAATTA TTAAATGTAC 420 

CTTTCATAAT ATTTATTTTT AITAGTCTAG TAATA1TTCT ATTTAATAGT CEACCCTTTA 480 

ATTGGATATT ACTACCTACT AAATATTTAC CTAATAATAT ATTATTAAGA ATACTTAAAT 540 

CTAAIAATTT ATTATCTAAA GTATATAAAT TAATTAAATC TTTTTTATTA TTATJ.TAAAT 600 

TAITATEAAT TAGTAAATIA TATTTATTTA TTTTAATTAA CATAAmTT GATAATAATA 660 

TACATTATTA AATGGTAATT TATTAATAAT TATCTT7AAT GATTTAATGA T 711 
(2) INFORMATION FOR SEQ ID NO:787: 
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(i) SB^UEUZE CHARACTERISTICS: 

(A) ISSGIH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL. SOURCE: 

(A) ORGANISM: PAG1505RP 



(Xi) SEQUHNJCE DESCRIPTION: SEQ ID 170:781 : 

SO GATCATCTTT ATACCATTGG CTCCKJTTCC GTGTGCACCA ACGTAATCAA AAGOGTGTGC 60 

CCCC7CGCTA CGCAGGAAGC ACTAGAACTA GCIGAGTAAA GCAACGGTGA AAGTCGATCC 120 

55 CTGATATATA TACGAAACCA GAGATACCTT CATCACAAGG ATCITGTTCC TCGTGGCCCA 180 



JSDOCIO -cFP 0««51?9A2 1 
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A1GGTCACGG OGTICTGGCTA CGATAGTAGT TACTTCTGAA ACC^GAAGAT TCCAGGTTOG 240 

ACTCCTGGCG Q3GAA3TOCT TATTTITTTT GTTCCCTCIT CTTTCAGCTT '1T 1 L»'1L7I'1! A A 300 

AAGGAGCAGA AAGATTATTT TGCAGCTCTC TTTTGGCGCC AGCIOXAAA AG03AACTGT 360 

TGA.TIGACAA GCITTEAACC TCITATTAAC CACCAGCAAC CTCTCGAATT TATCATG7XT 420 

CCATCAAATA AGGATA3TGC TGCCCTAATT OnGACTTOC TAACTACGTC CGCCAAAACT 480 

GDOSAGAGG ATEACGAAGA TKXCTCAAA GTOSCAATIG ATTCTTATCAC IXWrnTIC 540 

GAACTTGGAC CAGGGGAAGC TGACACATLA GTTTC~CGAAA AGTGTGGCGG AAGAAGCCTC 600 

txhcagttgc tcaccacito catogctcac aq?tcagatc c^ggogaagc caaggtagcc 660 
gccgaagagt tgaagaagga agctgaggcc ti1gaaacigg aaggtaacag 710 
(2) information for seq id no:788: 

(i) shcueice characteristics: 

(A) I^NGTTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

3S (ii) MXECULE TYPE: DMA (genomic) 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S05UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 788: 

GATCAAQCTG GACAAAAACT 1CCGTAACTA TCTGAACCTA CTOGAAATGG TTCAGGGGTA 60 

CGTGGAGCTT AACATGTATG AAGAT3TCTG GCGAAAGCTC GTTCAATTAA ATGGGAAAAA 120 

TGAGCCTGAT AGAGTTCCAG GATATTATAT TACGAGGTCT ATC1CACTGA AOCAGCTTTC 180 

CACCAGTATA TATOCTGAGG AGTTGGATAA GTTTAATCTA TCTCCTGTCA CCGAGATAGA 240 



55 
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AAAGAGOGHC CTOCAAGCCA CTCtAGTGTTT CTCGAAACTA ACATTAACAA ATAGCCATCA 300 
TC^AAAGGCG CGCATACTGA TATCAADCTT TCAAAAATTG ACAACGAAAA CTICTCAAGC 360 



TACTTTGGAT CCAATGATTG ACGCAGATAC CTIACTGCGT TTGATOoTTG TTGTAGTTTG 420 



JO 



TCGCGCACAA GTEAAAAACT TGAAGAGTCA TCTAGATTAT CTTAGAGAAT TTGCGCAGAA 480 



TTCX3SA313AC GTAAAGTTTG 037KXTK33 GTATTCGCTA TCGACGCTCG AAGCGGTOGT 540 



JS 



CG3AIATTIC GATATT33CG GCAGCTCAAT TWCTKM ffiATK^TCA CACCATCTCC 600 



AAGGAATAAG ATCTTCTGGA ACTTGATAGA GCAAGGAATT CCAATAAATT TAAAGGAACA 660 



20 



TGAAGAAGTC CTCATATCGC GCACTCCGTC CTGIGAATCA TTTTCTTCTTT ATGTT 



715 



(2) INFOFMATICN FOR SEQ ID NO: 789: 



25 



30 



;i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MDLEEULE TYPE: DNA {gencxnic) 



35 



(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1506RP 



40 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:789: 



45 



CATCTACCGS TTCGGTATCC CCCTTTGAAA ATAAATTCTT TGICTTTTGC ATGCAACTAA 60 



AAIG33ATGA AGATGCAAGG GATGTTATTT TTAAGTATCT CCATCTTTTG GAGCTTTCTT 120 



50 



CACAGGCTGT AACATTAACA AGGTCAAAAA CTCTACAGGT TAIAGAAAGG CTTTGTCACA 180 



GAAAATTAGC GTATACGAAG TCGGATGAGT CTATTTTCAG CAGCATTAGT GATATTCCGA 240 



55 



TTGATGGACA TGACTTGTCA ACCGCTGAAA CATCTTCCGA AGACCAGOCG AAATCTCAAT 300 
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GCTATTITSflG GAGAAAAl&T ACACXTTAAA CACCGACQCT CCTIATATGA 360 

CIX30GA.TCA CCACTICATC CAATTIGTCG CTOCICAAAT TCAATIGAGC ACLAAGGAAT 420 

03CKXX3GAAC GTGIGTCJCTT GTTACTG3CC CTTO3ATCAA ACTCAAAATT AI?ffOTCG 480 

ATICAAATAC TTO33ACAAT GAGTATWAIG AAAATG*IGTT TAIGACGAGG TACACTOCAG 540 

CATTGATIGA AOCAAA1X7TA TTTAULTIUC AAGAAAGTGA CTATAAAGTC TTTGAGAACT 600 

CATO7TTTAA TOCCAAAGGC TA03CJTOCTA AAAGTACAGA AAATF33ZAA CCTTOGCEAG 660 

GACIGGAACT ATOTTTTGAA CCGGAGCCCT T3CAAACIAA TACGG*ITATT AAAGAATTTC 720 

(2) INFORMATION FCR SEQ ID NO:790: 

25 <i> SECWENCE CHARACTERISTICS: 

(A) LENGTH: 713 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SCOTCH: 

(A) ORGANISM: PAG1506UP 

40 

(xi) SENTENCE DESCRIPTICN: SBQ ID NO: 790: 
GATCTCCCCA TAAGCTCAAC ATITTCGATA TAAGATATIT GCXTHXCOSC CCAAAACACG 60 
ACX3GTO33TC CCAAACTOAA TOZCOCATTT GCAACAAAOS GCAAATCATG ATTCCATCTG 120 
lOCClCTOGT CAATCACCGA ACTTAACAGT AGTIGACGCT TIGTGACTK3 GACTAGATAG 180 
TIGTTOGTAA CGAAGTAGTA TATCGTGGCG CCAGCCAAGT CGCTAAGGAT GGCATCAACT 240 
55 TCGTCGCATT CCATGTCTTC TTCGGAAGAA AAATAAAGTA CAAAD3CCCT GGTTATGGTC 300 



45 
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w 



GOXCATCAG AAOCAATA7tC CAAATAACCT TTATAGOGTC TATCATOOCC PCAAKUXTTT 360 

GTATACACTT CTTCG3CAAC OSCATOCAGT CCTATOCTIOC ATATOCTGTT AAAA0XAO3 420 

AATTCTCGCA GGTACAATAT C7ITTTTAAAA TO3XTACAT GACCATEAGT TGATATGTTA 480 

GACAGCACG3 ATGATGAGCA AGAACATAAC TCTTCCTGTA TTGTACCTGA AAT03CAGGA 540 

GITirKTCGC G^AAG'Qff CAGCTCTTCC Q37TAT0CAA AGC1U/J2ATC CTKJ7K7KJT 600 

' 5 CTTCTAAGAA TATTTGACAT AGACTCCACA TAGQCTCTGT CATCGAGGAT TGCAATGCCA 660 

AGAGAGATCT AGCGTTATCT CAAATAOCTT OCAAAACTTA TAATCTC7TAA TTT 713 
(2) INFORMATION TOR SEC ID NO: 791: 
ii) SEQUENCE CHARACTERISTICS: 

(A) LENJItt: 707 base pairs 

<B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPOLOGY: linear 

30 . . ... 

(li) MOXECULE TYPE: ENA {genomic) 

(vi) CRIGTNAL SOURCE: 

(A) ORGANISM: PAG1507KP 

36 
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(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 791: 

GAT03XTOC GCTCCAACGA TG3CACCATT GCTCCTAACG G33CTGAAAT ATA2GTCGGA 60 

CICATOXTG ACITTAGCGT C3X03XCA GACACGTCCA ATQG3CCCGA Q33CTGTGTG 120 

CIG33GATOC ACCTCGAACO ATGGCGGTGC CAGATG3TTC TAGACGOGAT CCATATCCCG 180 

AACGCTATCA ATT33AGTGC AGATGQCTCG CAATTCTATC TGACTGACTC GCTAGCATTT 240 

ACCATATG33 COTOCCCCXTT AGIGGACGGT AGCCCACAAC TCCTCAAGAG AACCCCATTC 300 

TACTGTACCA AAAATACTGC CAATGACTCA CACACTTO3C OGGAACCGGA TOSraGATTT 360 
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GTOGflCroCT TIBCTO3QCA CflCTTTCGTC QOOGTCOTjT CCACTGGCAA AGTCCGAGAA 
5 CTO3ftCAA03 CAGGCAGACT ATTO3CT3CA TATPCPCTPC CGftOGCCACG i^TICAGCAGC 

TCTTCTO33G CXXCCGCAGG OSAACTCCIC CTGTCCACGG CGCACQC?«3 CGATTTCAAG 
70 ACIUGOGCAC ACTCKSCCE OHCQSAGGC AGCATrrTCA GAGTOGTftAT CC0333CCOC 600 

03CX7rmicc caagccgcat axosccrrcT too3ga^xa tgctttaaat amatttact 

, 5 T^TACACCCT CTO3TCCOCT CTATOGCCCA QCICATF3AT C333XGT 

(2) INFORMATION FOR SEQ ID NO: 792: 

20 <i> SEJOUENCE CHARACTTTtlSTICS: 

(A) LEN3IH: 570 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
25 (D) TOPOD0GY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1507UP 



35 



40 



45 



SO 



55 



420 
480 
540 



660 
707 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 792: 

GATO3EACXA GTATAATACT GGGAATTCAC GCGCGCAGCC AflQ33STOGT AATCATO3TG 60 

CTCAIAATIA TGICCATAGC CATOCAIW OGAATTAGCA TCAGCTATTT GCTTACGGTC 120 

TIGACGAGCG ACTCTEftATC TOCATAGAGA ATTCTO7ICA ATAATTICTC AGACWGTCCT 180 

CrrrmAAA ATO33CTITC GCCKX33GAOG TIGN333333 aZAGKXTTAC CACCAGACIT 240 

CTICTTOGAA ACCCGCTTCG AATm03IC ATO33AACCA TACACAAGCT CTTCCATATC 300 

CGCIACGGCA TTOOtflUJCA ATGTCTGAGC GTCACCGCIA ICACGTAATA TRGQCCCATA 360 

CAODCMGTC AQ2ICCGAGT CXTTTOSACCA GTIGACAACC TCT033CTCA OTITODC 420 



1052 
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ATEATTCQ33 QCTTTOGCCC AOCTOCTOZA GGATGCGTTC TO3AQCCG0G OCGCGTICAC 480 
5 GAQGTCCTO: TCTCOCTICT G7CTCTTCTT CAGGAIGATG TACTTCCAGG ACTGftGflGAT 540 

GTCTCACTCA GCCCAGTCGT GOGAAAGGTA 570 

r0 (2) DEFORMATION PGR SEQ ID NO: 793: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN7TH: 692 base pairs 
is (B) TYPE: nucleic acid 

(C) STRANDeenesS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: LTJ& (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1508RP 

25 



30 



35 



40 



45 



SO 



55 



(>d) SEQUENCE DESCRIPTION : SEQ ID NO: 793: 

GATO2ACAG3 CAAAATTEAT GCATATAGCT T3CTTATATT TATGCGGT5G ATTCTATATG 60 

TCGCACGCTA AATACEAATA GCD3GCGGTA AAA2CTEAGIC CT033GAAAC TCGGIAACGG 120 

CAA03TCGGA ATTATAGAAA 0333ACTCAG AAAAACTAAT CCAGAGTAAT TAAGGGACTC 180 

GGAAAGCGGA GC033TTCTT ACCGAAAACC TCAACGGAAG TATATGAAAA AATTTATCCT 240 

QCAGATIATA CCCATCiXTC TTTTATCCAA GGTAGZCCAA ATATATPCTA CAG3AAATGA 300 

GTGACTTTTC ACTTCGAGfG OCCAAATAAC AATAA3TTTA GTAAAATnT AQCATTGCTG 360 

CTACTCCAAC TTICCAATGA ACACTTCIGA AAQCCTAAAT ATATAXTAT OOUb'lTIGOC 420 

TCCCW33CIC TAACTACAAA TOXSCCTTA TGTGTGTTAT TCAGGAAATG CAGGGGAATA 480 

GTTGAATCAA CGAAATAGCG TTAATTTCCA ACCGCCTTGT ACGTGTATAA AACOCACCCC 540 

CCTOCGAAAA AGATT^CTAT OUTATAAAC TAAAAAACAT CATCAAAAAA GAACTAAGTT 600 
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ACTGAAAAGA AAATGGTTTA Q^ICIMZA GTGAATTTCA OOtfCCAGCC CACATGGCTEA 660 

ACCAATTKr GAATCTATCG TTOC£GAATA CT 692 

(2) INFORMATION FOR. SBQ ID NO:794: 

(i) SEQUENCE CHARACTERISTICS: 

<A> LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIHESS : single 

(D) TOPOLOGY: linear 

Ui) MDLfXZULE TYPE: ENA (geranic) 

<vi) ORIGINAL SOURCE: 

<A) ORGANISM: PA31508UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:794: 

GATCTOTAA CCACTAAATA AGAATCCTTA CX3^AGCAACG CXX33CCGCGT CTCOGCAGTG 60 

TAGTGTCTCT CAAGTGCGCG TCIGCCACTA GTTAGGTCTT GCAGGTOXX: TTTCA^CAG 120 

Tm33CTCGG TAAGCAOCGA GATO333GAA ACTOTGCCT CCGCATATOC AAQOXCTGT ISO 

" KTOCrroCAA OCGCCTOX^ AATATTGCCA CGCGACGGAG ACQZACX7TTT TATCTCGGCT 240 

ACCACAGCCA CO0QCO3GGC GTCXXX3CGCC A3CCOCTCAT OGAAGTCCAC CAOGCCCOGC 300 

AGAACCCCCA ATCGAAAGCT COXTCCAQG TCCGCCATAC OGITCCCG3 CATAGCCATC 360 
TGCCCTGCCA CGTCCTOCTG TCCTTGAGCG TATATCTCGC TCAGCACAGA GCCCGCOCXTT 
CCQ33CAGCT OGAGCTTGTC GTTCTCAGCC CACGTACGGC CTTCCAGCGC TACCATGTTO 

CGCACCATTA GCTCOCCGTG GlGOGrrCAGA ATCGACTCCG a^TOGAACTG CACACCCTCC 540 

AOT3TCTACT TODXTOCOG CACODCCATA ACCACGOCTC TCTCCGTGCG GGCCCTCACC 600 

TOAGCTOD3 CCGGGAAOGT TGACGCCAGT CCAGOCAGCG AGTGGTACCG TCTCACTGCC 660 



420 
480 
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ACQ3C7TO333 TACCCCTGGA AGAACCGCGC CC3TCGTGAC GCAQCTCCGA OGTTCT 716 

5 (2) INTCKMATICN FOR SBQ ID NO: 795: 

ti) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 
,0 {&) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOICGY: linear 

is (ii) MOLECULE TYPE: UNA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1509RP 



<xi) SEQUENCE DESCRIPTION: SEQ H>ND:795; 

GATCCAGTTT CTCTCGCATT TTCTGAAGGA TGAGATATGA GICEAAGTTG GCTAGATTAC 60 

TATATAGCCA GTTGTT03CT CGACGGOCCA AAACGGAGAC CQ3TTCCTTC CTTTGACAAG 120 

AAGAATAATC GCCATCTACT TTGTTTGAAT TCTTTAAACC GICTAACTCT TGCAGTAOGG 180 

1T1T1QGTAC TACTATOCGA TAGCKJTATT TTGGGGCAAG CACTO3TAGT TCTTCAAOSA 240 

TATCCAGATG TCATAACACA TAATTACTAT CAACGACCAG TOCAATATTA TOCAAGTCTT 300 

GOCOOACTIC AACCIGC03C TGAATTACTT TTGGGAAAGT CTCTTCGCCC Q3AATATO3A 360 

CTCICTTGTC AGGAATAGTC TTAAKJTK7T TAATTTCATC OCKJIGATAT TCGTCTATAT 420 

CCAICATtGC TTCAQL-l'IUi TCTTCCCTEA TAATTTCTGC TTCAACCAAT GCATCCAATT 480 

CTGCAATGCT ATATTTCTTA TTAGAGTGCT TAG33TTCCA AGTATGOGGC GAGCTTAT33 540 

TATGCGTCTT ATTCTGATGC CTA03CTTGC TCTTCCTDCC ATGGTCCCTA GACATCICCT 600 

GIGTAOCTIG GK3CATAGAC TCTATATGAT T33ACTCCAT OGGAACTAGT G3CACGTTTA 660 

55 AAAGACATTA ATTAGGTATC AOCTCCATTA ACGTACCTTT GATATTTATT ATATGA 716 
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{2) INFORMATION FDR SEQ 3D NO: 796: 

s (i) SEDUETJCE OIAR^CTERISTICS: 

(A) LENGTH: 590 base pairs 
(B> TYPE: nucleic acid 
(C) STRANDEENESS : single 

,0 {D> TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genomic) 

is (vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1509UP 



20 



25 



30 



40 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 796 : 

GAICTOGAGT TICATGACGA GTGCATGGAA GAT3TGTTTC TAAAT3CAAC TAJOTTCCGT 60 

A^GGTICAGTC AO^IOCAGTC CTTTATCACT CTAAAATTCC COICTTCCTT TGMGATGAG 120 

ATACTOGttTT CATCGATGCC AACTACAAGT CACCATCAAG ACTTAACAAC TCAAGACGTA 180 

CTIGGTGGAT TG3TCGATGC TATGGATCAT ACG33CGACC AftGAAGACGA TATCGATTCG 240 

CAACAACCCC TGGATGTACT TCCTTTCATC COTraOGACA GTO3W7ITTC CAACTIGCCG 300 

C02ATTACGG G3GTT3CTCG TTCCGAGGAT GCAGADGAAT 03C4ATCTTGG ACAGAGCAGT 360 

ATTACTOCTA ACAAACTAGA AATCCATTCG CHCCAGACGC CTACCACACA CCGIGTGCGT 420 
GTGCTAGAAG AAGAACAATC GCCTTTGATC ATGCTGCAGA M3D32AG&CT AGCCAGGAAT 



4S GGGTCA*GAA CATTAGCCAC AOZTACAATC AACCATGACC A33AACTGCA ACTAGAAGTG 540 



CCAGATAGSC AACCOGCTTC GDCTGOCATT GAACACGAGC AAGCCACCTC 

5C <2} INFORMATION FOR SEQ ID NO: 797: 

fi) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 723 base pairs 
55 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : Single 



480 



590 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA. (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1510UP 

(xi) SEQUENIE DESCRIPTION: SEQ ID NO: 797: 

GATCAGAATT G3AAG3GATG TTTGCCGGAA GAAfTITCGTG ATATCGAGGA GOOCPCTATA 60 

OCCGTCATTO GCCGGAAGTT TTTCAAGTTAC GAA3UIOCTA TAAAGCACTT GCIACCCCCC 120 

AAOOCCACTA TAAACGAOCC CATTCCTCAG CCAACTGAGG GAG33GTCAA TOCTOCACCA 180 

TIWITO303 CCGTITA'ICT AC3CCCAAAA ATTAAAAAG3 ACGACTTAGG TCAATATTCC 240 

ACCTCCGATG ATTOTXXCAG CTACATTATC AG3DCTOCTG ACCCOCOTGA GOTTOSEfcSA 300 

ATCGACCCAG AAACGGGAAC CATCATTACC AATTXTCAGA C03CCAGTCT ACTACCCAAA 360 

ATGAATATOT CTACACCACG TCTGTCGTCT TTGAACCQCA ACGGTAGCFA CTO3AATTK3 420 

ATAO3C0GTT CCGGTAGCOC AAITAACATC ACCAGGTOCA ODCAATACIT 03CACCAGIT 480 

CCTAACGGCG ATCTGAGAAA TCTGOCAATO GTGCAACAAA TAOD3AATAG CACIATCCCA 540 

TCTGOGCAGT CGTCTGCAAA AGGCG3CATA CAG333SACC ATO33337TT CAATTAACGG 600 

TACTACCCCT GCATAOCAAC CCCCTICCAT TATTAATAAC CrAOCCGCCC AGGCTAAGAC 660 

AAACAATACC C7ITCTIX33AA ATATCTTOGT CGATACGCCC OGIXXXTACG TICTCCTATA 720 

TOT 723 
(2) HOPOFNATICN FOR SEQ ID NO: 798 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 693 base pairs 

[B) TYPE: nucleic acid 
55 (C) STRAT©EDNESS : single 
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(D) TOPOLOGY - : linear 

(ii) MDLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1510UP 



60 
120 
180 
240 
300 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 798 : 
GAT0GCO3CT ACTCITCTAC GACCAC003C G33GQCTGAA CCTO3CGATC GGGTTCAAQC 
TO3AG3ACCC GCACGCOCQG GGCAACGAGC GGCGITACTC CCT3GIGCTT ACO^IX33AOC 
TOOGAGAACG G3CCO330CA ATQ3AGATCG TGTO3ZAGCA CTQ3AAGTIC A1CICQ33CG 
OGTIOSAAAA CATGATO3AG TACATCAAGC AOCAOQ330G O3033AGCTC CTOCGOCTGA 
TOZAGCAGGG QCAGGTTXAG Q3CACATCGA ACITITCGIC CA3X3GTCAQC OCXACCTATC 
TO0OO333AA CAAOCTGAAG ATAOOGAAGA ACATCACGGA GdGACCAAC GATAGACTOC 360 
TGTTOGTCAG GATACACAAG TO^AATGCAT TTAIACTCGA TAGACTGOGA QGGCAGCTOG 420 
35 ACIGAACCCT TO333COGTG GCIO33D30C AACAGTTGGA AGATAGAAGA CAGAAACQCC 480 

CQ33AAGCCG TO33AG303T TACATAACTT ACATTCTTAA CTAGATAGTC 

40 TIO30CTGTA CATCAAGTIC AGACGTTAAG GTIGAACGOG GGATO3GIGA TTTTGTTCOCT 

GAAG333XC AATOZAGATT TGACGTCCTT GTTGATGAAC TTCTCCACCT GCTGTCOGGC 
45 CC1DGCCACA AACGTQGA03 GGTDCAGCAG GGA 

(2) INFORMATION FOR SEQ ID NO: 7 99: 

50 (l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
55 (D) TOPOLOGY: linear 



540 
600 
660 
693 
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(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG151XRP 



{XI ) SEQUENCE DESCRIPTION: SEQ ID NO: 799: 

GATCGACCAG CTCGTGATCC AIAGOCQ3CT GC7TQCCQ2TC C03D3CTTCG TGCGGGGGCC 60 

CGATTTTG3G ClG'i'HJlCGT GOGTGAGGTG GAOCCTCCAC AAGGIGGTGG ACCTGTCGTG 120 

GAG3AGCCGG GTGCG32AGA ACXKACGGTA CCTGCGGAAC TQCGCATACG TGAACATGGA 180 

CGTGCTGGCG CO3CGGCA0G CCCCCCTGGA O3333CG0T0 GAAGAAAAGG 240 

G3CGACGCGA TATACGGACC TTGTGTTCTC GCGGGAGGAG TTCTACQ3D3 TGSTGCGGGA 300 

GflGCCTACGG GGACGCGGQG AGTTACGATCT GGTCCTGGCG C^CCTGGACA AGCACCGCAA 360 

QoCGATTCTA GTGGACGGAG AQGTTGTGAA GGT3GTGATG CCOGCGGTGC GCGCQCTG3T 420 

GCAGCCGTTC GGGCCTGACC COTTGACCGC AAACGACCGC CACATCGCAG AGTTCAAGGG 480 

CICGCTGCGA TIX3GTGGAGC 03CAO3T0CA AGCGATCCAC G3QCACGTCG AAGAGACAAC 540 

CC333CX3CTG CGTTGGCGCC GIC^CGGCGG GCC«33CACC CGAIGTGCAG O3303GTTACC 600 

TGCGGATGAA CAACICGC3C AGCCCAODCT GICTCGCGCG CTCAACCAGT TTACGAACCT 660 

AATGGAGATC AAGGAC 676 

(2) INFORMATION FOR SEQ ID NO: 800: 

(l) SEQUENCE CHARACTERISTICS : 

{A) LENGTH: 722 base pairs 
(B) TYPE: nucleic acid 
<C) STRANDEHvESS : sir>gle 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 
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20 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1511UP 



(XI) SB^JENCE DESCRIPTION: SEQ ID NO: 800 : 

GATCTTGCCC CADOOCOCGT OXTCAAGTT CCCCCCGTCC GCCACAAACG OCCGGAACAT 60 

GCCGTCATCC ACGCTGGGCT CGCTCCACGG CGICTCCCCA GTCaGCAQCA CAAACACAAG 120 

CACTCCCGCA GACCAGATCT CCQCCGTGTC CGCGTOGTAC 0CCO33ICGC CCACCACCTC 180 

COOCGCCAGG TACGGCAGCG TCOXD3CCG GTCGCGCGCC AGCCQCCGCG TOCCGTCGCG 240 

CCGCCOGAAC CGCGTCGCCA GCCCGAAGTC CQCCACCTTC POJYTCCCCG OCQ33ICCAG 300 

CfiOCATCTIT TCCGGCTTGA TGTCCCGGTG CGCCACGCCG CAC3CXTCGT GCAGGTGTGT 360 

CAG03CCCGC ACCAGCTGCT GGTAGTAGAA CGCGCCACCT CCGAGTCCAC CCCCAC3TCC 420 

GGCTCGATCT TGTCGAAGAG GT03CCCC03 T033ZCAGCT CCATCGCGAT CCATAGGTAC 480 

TCACGTGACA CATTGCAGTC CAGCACCCTC ACCACATGTC GGTGCCCGOG CACCG03ICT 540 

GCAGCACACC TCGCGCGTCA GATCCTCGTC OSTCATCCCT OGCCCTTTGC AGCGCTCGAA 600 

GIGCACGAAC TICACAGCCA CTATCGTCTG CGGGTCTGCG CGCAACGAAG CX33TITTGAA 660 

40 GAACGCAACG TGCCCTGCCC AATCJ3TCTCC OGAW3CTCTA ATTOCTEAAT CTCCGGGAAG 720 

^ 722 

45 <2) INFCRMATION FOR SEQ ID NO:801: 

(1) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 722 base pairs 
so (B) TYPE: nucleic acid 

{C> STRANDEDNESS: single 
(D) TOPOLOGY: linear 



25 



30 
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SS (il) MOLECULE TYPE: CNA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1512RP 



(xi) SEOUE24CE DESCRIPTION: SEQ ID NO: 801: 

GATCTTGACT Q3AA33ATGA GGAGCAAACC CCCGACAGCG GAGAAACTGC TATTTGCGTG 60 

TCTACACGCG GCTCTACTCG CATCCAAGTT TO32TATACC TQCACTATTA CXAGAIATCT 120 

AATGCCTPCC ATATGTTGTG ATCACACTGA CATTCAGCCT TTAACCACTT C2GCTTATTA 180 

AA£GATTZCA GACATACAGA AAAAATOCGG TGTTAAAAGT TATACATATA CACCATITTA 240 

CCTATATACG TCTAGACGAG TAGAGCTACT AAGCAGCCCA AGAAACACTA CCATATTCAT 300 

AATGGCGAGC CTAAGGACTT TCCATGCGTT CXDCTATGTGC OSAGGGTEAT AGTCCACACA 360 

CGATGCAGTA CTAACAGTCG TAGCAAAAAC CGAOCAGCAG CACGTCCGTC GCTCATCTCG 420 

CQ3333CA.TT ATGTCCATAA TGATGTACCT GTTOCTQCTG TTTAID333T GGGGGGAATT 480 

T33GAGCTAC TITGGGGGCT ATTTGGACGA ACAGTACATC ATC3ACCCCG AACTGCGGCA 540 

G^TAACQCAG ATTAACATGG ACGTGATO3T QCAAATGCCG TGCAAATAOC TCGAOGTCAA 600 

G3CAACIGAT ATTACCAGGG ACATTAACGA CGTGTOGAAA AGACIGGTGT TCAAGAATAT 660 

CCCTTICriC GTACCGTACG GCACCACATT TCfiCTCIGTT AATGAGGGTC CGCACCC033 720 

AC "722 
{2) INFORMATION FOR SEQ ID ND:802: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 679 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXHESS: single 

(D) TOPOLOGY: linear 



SS (ii) K3LECULE TYPE: DNA (genCKlic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1512UP 



(xi) SEOJJENCE DESCRIPTION: SEQ ID NO: 802: 
GATCGAATOG CATCCCATTC ATCCGATGAG GACQCTATCT TAAAXAAATA TTA3CTATAT 60 
ACTCTAAATA CTATATGGTT TCATCCGTCT TACCCGGATT TAGAGATG03 CGTK7TCGTC 120 
TCCAAGCTTT AACTCGTGTG GCTGACGATT CTACATAACG TGTATTGACC AG3CTGAGCA 180 
GTAACGTTAG CAACTTGGAC ACCAGTTATG AGTACCGATT TOGACAGAAT TTATTATAAC 240 
CAGTCAAAGG TGAGCGGTOG CTK333ITIG GGCGAAGGTG GCCIG3GATG GAAGGCTTCC 
G3ZACTQ3CG GGTCGGCTGC CATOCAAAAC AAOGAACCAA TTCTCTIGAC TGCGGACGAA 
CTGQCTTCCG TGCAATGGAG TAGAGGGTGC OGTQ3CTACG AACTAAAGAT TAACACGAAG 
AACAAGGGCG TGGTQCAGTT 0GACGGTTTC TOGCAQGAAG ATTTCACATT GTEAAAGAAC 
GATCTCCAGC GCAGATICAA CGIGCAGTTG GAACACAAGG ACCACTCGCT TO33GGATOG 540 
AATTO3GGTA CTACCGATCT GACAAGAAAC GAGCTGATCT ICTCCCEAAA OQ3GAAACCA 600 
ACITTCGAAA TACCATATTC GCATATCAGT AACAOGAATT TAACATCAAA GAACGAAGTT 660 
GOGCTGGAAT TCGACTTGC 
(2) INFORMATION FOR SEQ ID NO: 803: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 721 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genonic) 

£5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1513RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID N3:803: 

GATCAACTGT TGCTOCAGTT GCTCCTTGCA CTIGGTTCTC AATTCAAAAG CTITAACACC 60 

5 

GCGCTGAGAT GAGATGTTAG TACTCCGCGC ACCTA3GAAG CTTOGAATGA CATTOCTOX 120 

J0 AACCTOCQ33 GC03CATCTA CCOCTCQ3CT ACCGCICGCT G3CTAACC0G CTATCO30TG 180 

CTGPCGCGCA CTTCTCTCCC ACCGATTTAA COCTCTAACG GTCAOCTCGA TAOCCAACGA 240 

, 5 AAACCTGCAT OCCATCATOC CACGCTATAC AOCGCCIGAC ACATACCATT ATGATTGATT 300 

TTCCIGTATT TIQCACTAAG AGCCACTCCA AATGAACTOC CTCTTCTGTT GAAGATCTTG 360 

20 GCCTGCItTIG GAAACCGACT G'lOlTOCDCT COGTGTOCGC GAQCGAGICT GTCGGAOSAC 420 

GCAGAATCTT CAGCTATACA ACCCACACAC CTCCGAAOUr ACGGATGCAA CAGTCAAACA 480 

25 CAATTCACAA TCAJCGTGACC TACAGGTGAA ATTAACGATT TO33CAGATC GCAAAGrGAG 540 

CQCCAAAGGC GCGADGGAAC AOCGGAGCGG GTACACGATC GGIGCGACTT CTTACACTAT 600 

30 ATATCGATGO TAACAGIGCA Q3CACAAAAA AAAGTAGTAT ACTAGQoTCT ACGAGACTTC 660 

GCTAGTPCAT TTACAGCCTA ACCTAAAGAT TAATTATGCC AAGACAGTGA TTGGAAGGAG 720 
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(2) INTORMKTICN FOR SEQ H> NO:804: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLBCULE TYPE: CKA <gencruc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1513UP 
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(i) SE£UEN2E CHARACTERISTICS: 

<A) LENGTH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1514RP 
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(3d) SEQUENCE DESCRIPTCCN: SEQ ID NO: 804: 
5 GATCTTTAAA A3TTGGCAAG AACAGOCAAC ACTCOCGTCA AAATAAAGAG CAAAGCGCCT 60 

CCACACCTCT ACGAATCAGG TCCGAAAQQC GATCTTGCAA TGACGAGCAA GGTTACAAAG 120 
10 AAAGTTAGAG AGICQCACAG TGCATGTGAC GACCAGCAGC ATACTTCTCG CQCTCGCOGC 180 

ACTGCAGCAG AGGGAGCGOC TAGTAACGTG CTTCAAOCGT COCTCGGTGA TTTGAAGAAA 240 
75 CTOGCAGAAT ACACACTCTC CACOCCTACG TCGAACGAGT GCATTAATAA ACGGCK3CGG 300 

TCCACGAACG TOCAGGAGGT GAAOCTGGGG GGACTGCAGT TK7IGTTTTA CAAGACGCTA 360 
20 CTAC-IGiWiC TITACATGGC ATATGCCTTC TAOCGATACT TCCAATACCA CTACAACAGG 

CTGCGTATCA AACTACTGAA TCTGC4CCTAC TOQCCGTCCA ATACCCCGCA QCTGATCW^A 
CAGGACGTCC TAAAOITGCA GAAGGTCCCT AAGCGGCT3G CSGCGATTIT G3CATACAAG 540 
TCTGAAGQ33 AQGTCGGCGG TGG03TCCAC COCTTGATAA ACGACGGAAG CAACGTANTA 
TXTGGACTO TOICTGCGGG CATCAJOCAC CTGTCOCTTT ATGATOATOA CCGXTTOCTC 
AAQ3CCAAOG TCCACCAGTT C03CCAGGGC GTGTA03ATA OCTGGCOCGC TACTACQGCC 720 
CAACAA 

(2) INFORMATICN FOR SEQ ID NO; 805: 
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(xL) SEQUENCE DESCRIPTICN: SEQ ID NO: 805: 
CATCTGCGTG TATATTTO3A TGTATATGGA TCGGAAGCAA TOGaACTCGA 60 

AAGCTOGrrn; accactctgc TGrnncrcG tagtctttct gaaacgacqg taagaaaazt 120 

AACCTTGAGC QOCGATAGGG AAGATGCAAC TTTAAATITC TCTACTK37T TACPCAAATA 180 

CTGATATAAT AATQCAOD^T CAAATATOCT GTGGAAAfiCA CCACTTTCOC CCJTK33GAAC 240 

ATTG3^TG33 ATITCGATAA CCTGATK33A GATO333AAC AAACTCGAOG TAGTAGCCAG 300 

TA£CGIGTAG GAAATATACT TTAAAACGTC Q3XTC033C ACCATGTTCC TGTAGTAT33 360 

CJTIAGACAGA TAT3CCAATC GACTATCC7IG CTUTTTXGGC OTCTTG333A CCG330CGCC 420 

GTATOCAGAG CTTA033C03 ACCGOCQTIC TGAAAQCCQC TCCACATTCT CGAACGACTC 480 

TOZATAGACA CTAACCGCCC TCGACQCXXTT CATCAGCGPG TTGTGCCG7T GCAOCGTO3C 540 

GITCGTAAGA TATCCAGACG OQTTOCOOCT GTCT033AAG GXGTQCTCT OCTO333CAC 600 

GCTCJITCAGC ACCGTCAGOT ACITCAOCAC CT3CTOCTTC CTACOGAAAC TCTCCAQCAC 660 

TTTCACGAAC ATCTCGAACT TCOCOCACTG CTGCGTCT3C TCCGGOGTCC QCACCATCTC 720 

CG0XO3TAC ATGCTC 736 
(2) INFOFMATTCN FOR SEQ ID MD:806: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: (genomic) 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1514UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 806: 

GATCTDCAOC C03TCCAOCA CCACGATCCG CTCACCGTCC CACCCXX7TCA TCGCCACTGT 60 

CCGCGCGACG CTITCEAAAA C03CCCGTOC CKTOCOGTC CCAGCCCCTC eXXGGCKTTC 120 

G'lGCGFCCGG IXXTTCGGCCT CC03CGACCG CAOCUT03X ACCACCCGCT CTAXATTCAC 180 

GCCCOG333T TTCAOCGTOT CGCQCTTGAT COZAGGGCTG GIGGGTTICT CICCCACCAC 240 

CTCCAGGCTC TTGATAAACG ICOTCTTAAT CADCTTAAAG CTCQCAGTAT GGCCCTTGCG 300 

CCCACATAGT ACOSICACCG TATGGTTTCC CGAATCXJTAC QCGTATAICT TOXCBJIGT 360 

TACACCGTCG AG3ACGTTQG TCACCCGCAC CTTGAATCCA ACGAIA3GTT CCAACTTTGAT 420 

GCTCATTCTG CTCACTTXXA AGCCCACACA CCTATCCIGG CCACCTTAGA AJGCCAOSCC 480 

TCCTmXGT CCACTGGCTG ACTCCCAAIC CTTCAGTTTC CGGIGT337T ATTTTTTTGA 540 

AGTO3CGCTC TAQCGATGAA GTAAGATTTr CTATCTEATTA CTAIGTCQCA CAAAOGTTAG 600 

TTOCAATAGT CCTTGCAACT ATCAQSTOCT GIGGAGTTCC CAAGCAGACG AGTTGCTGAT 660 

AGTO3AGC03 ATAGAGAATC CGATAAAGAT TATTOCCGAA AA1CTAAGGA CAQGTOG 717 
(2) INFORMATICS FUR SEQ ID NO: 807: 



(i) SEQUENCE OiARACTERISTICS: 
40 (A) LEMJITi: 714 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS -• single 
<D} TOPOLOGY: linear 



50 



(ii) MDLECULE TYPE: DNA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1515RP 



55 
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(xi) SEQUENCE DE9CRIPTICN: SEQ ED NO:807: 

5 CATOCTTCGC OGCGTOGTCA AAQCCCGGAT A03ATATCAC AG03CACTGT OCAAAGGTAT 60 

CGCATAITGT TTCCATGAGC GTITOGCCCT TCGGTCTCTT CGCCGGCTTC C?OTO3tC 120 

10 V33CCGOOPG GAGCTTACAG AGCTGCAGAT AGTTATT?tCT GHX^AACGTC 180 

CODGOCXTTTT GTGOXXOCA OCAGCATCOG CGAAGTGGTC CW3C7IT5COCC CGCGACAGAT 240 



J5 



20 



25 



30 
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45 



OGAACCCGTC <TATGGGCACC ACCTCAGCTA TA3TGACCGA TGACGCTGGA TCCAGGGCTT 300 

CGCIUXGAT GQ3CAOCGAA TTGGGGAGCC GAAGATAACT GCG3TCCCAT 360 

CCCCATCGTA GAACTTGTGT GGCTTGAACC CCGOTICCTC CACGTGCGCG AAGAACCCCC 420 

GTCGCGCCTC CTO^ACCAGG GCGCCTGACG CAACCGGCAC AGTCTCGTCC N33OTTTC0G 480 

CAGCAATGCC OGCGGAAATC CTCAATCCAC CCCTTOJTGC CTICAGGTGA CTCTGGAATT 540 

CCTGGTTCAG GICCCGCTTA AGCCTCTGCG CCATCGTAGA CTIU0LU3AC OCAGGATGCC 600 

CCACCAOZAC TACA02CACC CGAIAGTTGC TCICGATATT CIGAGCAAGG AGAICCCACA 660 

CTCCCTTCTT TAAGTCTTCG TAGTOCATGC OGCTIGCTGT GTAT3XTGC TGGT 714 
(2) INFORMATION FOR SEQ ID NO: 808: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genotdc) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1515UP 



SS (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 808 : 



•rfSDOCID: <£P <m6'\29A2 I > 
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CATCTAACGC 033CH3TCTC CTCCAAGCCT (TTTOCTOCCT CTCTIATATC TGTATCTGCTr 60 

ACtTTCAGCA TTAAAAAACC CHXXAGAGAA TIGa LT l'lUG CCCATGCTCG AAAGCTCACT 120 

AGT033AGCG C^GCATCTAG C^OOZAGTA CGATGCAGAC AGK7ITTAGG CCATTGAGAA 180 

GTCTGAITCT GACGCCCGCT CCACQCCTGG CGG37IT32AG CACOCTGCAG TO333ACACA 240 

ACAAGICGTC GACGATCAAG CACGATAAAG CCAAGAACGA TCCTGAGC33 AACAGGCTTT 300 

TCAOXGGAT COCCAACCAG ATATCGGTGG CAGICAAGCA CQ33333TCT CXXKACCCGA 360 

CCCTGAACCT CCGACTGGCG C033CGATAG AAGCGGCGTC CAAG3ICAAT GTCtACCAAGA 420 

AAGTCATCGA AAA03CAATC CX3ZAAC333D3 TCCQCGAGGG TCG3333CCC GACAACGCCG 480 

AGGCATGCAT CTACGAGGOG ATACCOCOCG GT03CGTGGC CHTTCTOCTG CVOXCTCAC 540 

Ct^CAACAAG AATCQGACOG TGACCTQG7TA CC03CCG03T TCOCGOCAAC 600 

ATCTOGCCCG CTCAGTACTT CTTOCAGCGC CC03SGTACG TOXAATCCA GOCACtGGCC 660 

TOZTOCGAGA GTEACAACGC GGICTTTTGAG GTZXTDGTCCG AGGTTCGAGGG CGEAGAAGAA 720 



CTGGA 



[2) rNFORMATICN FDR SEQ ID NO:809: 



(1) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 687 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOFDLOGY: linear 



(ii) NDLECULE TYPE: ENA (gesxmic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANIC: PAG1516RP 



725 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID M0: 809: 



MSOOCID- --CP 0B66129A2 I > 
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GATTXGACCT TTGGiTOQCTT OSTTOG^GK: TTTCTICAAT TTAAACCCCT GTTCAACAGC 60 

AGATGAAATT GTTACTCTAT CGAGTCCAOG TAAAAGACAA TTTTCGACGC TTGAGATGAA 120 

03STACGGCC TCTCCCGACA AGCGGCATO3 CCTGCACCGA AAAGTATOCG GTCACTCCTT 180 

CATCATAD33 TACCTTCACT ATCTCTTTCC GCCGGAAACT AAATACAGAA ACATACCTTT 240 

AACATCCTTA TTCTGTTTAT CCTTKTCTCA TXTCGACIOS AA1CTAGCGG CGAAAGGGAT 300 

?S CK7ITICAAA AATTOGAAAC GCTTACCACC TCACCAACAC ACCAOGACIT TAITK33TAG 360 

AAACAQ30GA TCXXXX7IGAA CAACAGICAC TW^AMDjT QGACCAA03C AOCTTK33CZAA 420 

cgaggaggca ccctagggct caatgogtitg atagtaaagc atgtacacga gctttgtctc 480 

cgagpgaagg aacgacgtct to2actcoga ca03tacgaa tctg#3atac accaccacgg 540 

gtgcgtagtc gigcgacgta aagccttcag tttgcoggga cggcctosgg a03333gagt 600 

acttcgtggc agocgaagat /cgccgatga qctggcagag ctgxtcqgg agcigtcctg 660 

ct033ctcac gcgtccggct tggagac 687 
(2) intormaticn for sex? id no: 810: 
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(i) sequence characteristics: 

(A) LENGTH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRAtODEENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBZULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1516UP 



(Xi) SEQUENCE DESCRIPTTCN: SEQ ID NO; 810: 
55 GATCATTAAC GAAATTCTTG IGGTIGATtA CGATGTTOGA TGGGAAGATA TAGCTGGTCT 60 



-tSOOCiO^ <EP 0866129A2 I 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN31H: 710 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: UNA <gencrnic} 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1517RP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 811: 
GATCAATGAA AAACATGCAT AOGATITCAT GAAGCAAAAT TTOGCTTGGA ATATTGCCAA 



EP 0 866 129 A2 

TACAATAGCA AAGAAGTGTT TGAAGGAAAC AGTTGTTTAC CCATTTTTGC OQCCAGACCT 120 

5 TTTTCGGGGT CTOCGGGAAC CTATCTCCGG GATGT1UITA TTIGGACCTC CAGGAACAGG 180 

TAAAACGATG A3TGOCAGGG CO3TTO0GAC TGAATCGAAT TCAACTTTCT TTTGCATCAG 240 

>° TGCTTCCTCT TTGTTATCGA AATACTB3GG TGAGTCGGAA AAACTTGTCA AGGCCTTATT 300 

TTACCTAGCC AAAO30CTTT CCOCXTTCAAT TATATTCA3T GACGAAATCG ACTCTC7TACT 360 
AAC7TAGCCGT TCAGATAATG AGAACGAATC ATCCAGAAGG ATEAAGACG3 AGCTCTTOGT 
CCAATCGTOC TCCCTAACGA CO0CCACGGC TAAGGAAACA AGAGAAGGCG AAGAGGCCAG 

AOCOSTTCTT GICTIGGOCG CAACCAACTT AOCGTG3GCG ATAGATGATG CT3CTATEAG 540 

aogtitttca ox^xjictat acattocatt gccogaatac gaaacaagac totatcattt 

GAAGAAGCTT A3U3CCCTIC AAAAGAA2GA ACTTTCIGAA TCIGACTTTC AACTCATTOC 
TO3CATGACT GAGGGCTACT CQ3GATCTGA CATAACTGCT CTIGCCAAAA GAAGCAGCTA 720 
TGGA 

(2) INFORMATION FOR SEQ ID NO: 811: 



420 



480 



600 



660 



724 



60 



ISDOC1D- <-EP 0666129A2 I > 



1070 



EP 0 866 129 A2 

CTCTAnCAC AAAACAGAAA T.PCTAAAGGA A3AGAACTTC ACCnTATTAT CCAAAGCCCA 120 

5 AAGAGA'TGAC GTGAA7CGAA GTTATTACTT CCAAGCGAAT TAAATCAAIT 180 

AAAGATOGTK: AATGAGCGTG W3^TCAA033 CCATOCAAGA AAAATAAGAC I^TATCCAT 240 

;0 GTX33^W7IC TTCAAAATGC TTTAGGTTCT GCATIATTAT ATPOV3ATTG TAGATACAAC 300 

T03AAACTAA T3CATTIXZAC CICAGCAOIC TAAAAGTFGGT CATGCAGTAA CITCACACCT 360 

75 TCnTATTOC AAG3ACAAAG GTATATTCCC AXTGTGTCT TAGACAGTGT CCCCAXTTG 420 

AAACATCTKJT TACTCAAATG CTIQ3CAGTA ACCTTACATT CCCCAGAATG Q3TGA1QD33 480 

20 TTAGAAGTGG TATAATCCAA CTGCTICCAA ACATCAGCGT TATOO^TGT AAAGAAAGCG 540 

GATCTCTGCC ACAGAA2TTT AGATGGAGCG CGCAAATTCA GTQOTCTGGA AATCTCATCC 600 

25 ATGACAAGTG GAACATCTIT GTATTIGTCC GACAGGATOC CTITTAftlOS TAGGTTAQCT 660 

AAATCTTTCA TCAAAATTGA AAGTGGTCCA CCTTCTrCTC CATOAGACAA 710 
(2} INPCRMATICW FOR SEQ ID NO:812: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 662 base pairs 

35 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

40 

(ii) WDLECULE TYPE: ENA (gencnric) 

(vij ORIGINAL SOURCE: 

(A) ORGANISM: PAG1517UP 



£0 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 812: 

GATCCTCAAA ACTACAGAGC GWJITSAAA AAGATCATAT TTTGATAGAG CGTAAGCAGT 60 
55 GGGATGAAGC ATACGCTCTT CTCAAAGGTC TTOTGGATAG ACATCCACAT CTATATGATG 120 



JSOOC1D: <RP_ .08661 79A2_I_> 
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CACATTCAGC ATTCGGTITGG TSTCflGCTQC AGTTCOGCGA CACTGAAAGC OCTITflGAAA 180 

CATICCAGCT TATTATTAAT AATGTGAAGA CO¥3CGACCG CACGICGTCT (3CTICA3TA 240 

QClCflGTACA CT03CGAACC CCACAAGCAC TTATTACTAA GCAGZAGCAT GAAGATCCTT 300 

CN33TPATGA GTTTATAAAG ATTGCTTTCC A33VK7TG3T ACAATCCCTG AATATAACCG 360 

ATCTrrnoc tccaggtttat tcocttcttg gacacattta cgaagigtat tttcaagacc 420 

IGACICGCGC ATITAG3IGT TACGTTAAAG (XTTTGAGCT AGATOCCQQC GADCTCGTCG 480 

CTCCTAAATA CATGGT3GAA T2U7IATAGTC ACCTGTGCAA TITXCACGCG Q333GCAACA 540 

TCTGIGACCG TCTAATCAAG AATGATATOC ATCTCAATTC OGTCAACTCG CCGTAO^AG 600 
TTCTG33TCT TTATTATTTG GAGCTTCAAC AG3AG3CTGA ATCGATCGAA TGCTTCCAAT 



CC 



(2) INFORMATION FOR SEQ ID NO:813: 



(i) SB^JEI^ZE CHARACTERISTICS : 

(A) LENGTH: 700 base pairs 
(B> TYPE: nucleic acid 

3S (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



660 



662 



55 



(ii) MDLB3JLE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: PAG1518RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:813: 

CATCAAATGC CCITCCCTTT CAACAAT1TC ACGTACTTTT TCACICTCTT TTCAAAGTrC 60 

TTITCAICTT TCCATCACTG TACTTGT1CG CTATCGGTCT CTCOCCAATA TITAGCTTTA 120 

GATCGAATTT ACCACCCACT TAGAGCT3ZA TTCCCAAACA ACTCGACTCG TCGAAAGAAC 180 



NSOOC'O <EP 0R661?<»A? 1 > 
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CTTAGAT03C' FtTTPOCZCCC G2ATTCTCAC CCTCTATGftC GTCCTX-TrTCC 240 

AAQGAACATA GAO¥333ACT AGCAACCAAG GTACTTTCTT CAAATTACAA CICGG?CGCC 300 

GA£03CGCCA GATITCAAAT TKSBOLTl'lT QCX33CTTCAC T0GCO3TI3C TAW33CAATC 360 

CCGOTIOJIT TCTITnnC CQ?TT?OTGA TATGCTTAAG TTCAGCGGGT AATCCTACCT 420 

C^TTTGAGST CAAACTTTG3 GAATACTATT OXCm«5 GCCTTUITTG TOGTACGTTC 480 

TTCAAGCGCC PGfJICCPCTC CACGATCTGG TCGAAACCTA ATACGCAGTG TAGAAACTAG 540 

CTCAGAACGC AGTCCGCGCA AGTICCQCCC ATGGGCAGCA TmCAMJIT AACCTTGTCT 600 

TACGACCGAG TATCACTCAT TACCAAACOC GAG3J1T1LA GAAGGAAATG ACGCTCAAAC 660 

AGGCATGCCC CTOGAATACC ACAGGACGCA AIGTGCGTTC 700 
(2) INFORMATION FOR SEQ ID ND:814: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: DNA (genomic) 



(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: RAG1518UP 



45 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 814: 

GATCGTCAGA TACCTTAGTC TCTATACAGC GCAAGACAIG GGTGATGGCG GGTTTGTTCT 60 

50 ATGCAAAGTC ATTGQjTTTC OCTCTGGCGG CGCATACAAC ACCTOXTAA CCTGAACAGT 120 

CTCATCCTOG GCATCTAGCG ATOCCATGGG TGAOCAGCGG AGGATTTGGT GGATTACTAG 180 

55 CCAATQGCAA TCCAAACCAA AGAAACCGAC TT333SGAAT GOCTCATTGA ATAGCCGGTG 240 



fSDOCID 0Wifi1?9A2 I 
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TITCGfiCACT GIGKTTCK7T GAGIGIAACC TU-'IUITIUG TTOCCGArAT TAAACCTGTT 300 
CTGTGAAACA GTrTAGrGGA AAQCAACTAG AGGAACICAA AGAGTGCTAT 360 

GGCATO3333 CAGOIXTTTGC GAAGGTTGTAA AAACCCGAGC TTGACACAGA 

agtiactttc toiatctcta tcagtctatc accgaaggac ccxjrasroro cmoo3 ai 

TTirXXXTTTC TICTITAAGA TAGTTATCTG GTTGATeCTC CO*GTAGTCA TATGCTTGTC 540 
TCAAAGATTA AGCCATOCAT GTCTAAGTAT AAGCAATTTA TACAGTGAAA CTOOGAATGG 
CIOtfTAAAT CAGTTATO3T TTATTTGATA GTICCITrAC TACATOGATA TCTGTQ3TAA 
TTCTAGAGCT AATACATGCT TAAAATCTCG ACCTITrGGA AGAGAT 706 
(2) INHUMATION FOR SEQ ID ND:815: 

(i) SEDUEN3E CHARACTERISTICS: 

(A) LENGTH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1519RP 

40 

(X±) SECUENCE DESCRIFTION: SEQ ID NO: 815: 
45 GATCACACTG AACCCATATA TCAGCGAGGT ATGGTACGAT TTCGGCACTT TGTATGAGAC 60 

ATGCAACAAT CAGCTCAGCG ATGCCCTGGA TOCATATAAA CAAGCTGTTC GCTTAGATCC 120 
50 GAATAACGTC CACATAAGGZJ AGAGACTAGA GOTTTGACT GCCCAGCTAG CCAACCCAGG 180 

GOCCCAGCAG CCTCAGCAGC AGCCTCAACA GCAACAGATG CAACAGCOTA GAGGGCCAGC 240 
££ ACCCATTAIG TIGCAGCCAA CATTGCAGCA GCAAGACCAA ACAAAICCGT TGAATAACAA 300 



1074 



EP0 866 129 A2 



ACCTGOGTIt: TACCGGTCCT CTDOCCACGG AGTTGCGGTT GOOQGAACAG AGTOOGCAGG 360 



CCACACACCA ATCIOOaC GGOCTCAGCC GTTGCAGCAG TTGAACAATA ACGGAAGTAT 420 



CCIGGAAC03 TCATIGTrGC OGCAAAAGAG GCCTATGGAG GGTGGAATGG ATACATTGGT 480 



to 



AAATGOCATT TCGCADCAGG AGTT32AGCA ACATCAGAAG AAACATATGC CTTCTCAGAA 540 



CCAIOCTAGT TTGGCCCTGO CTACAGGACA GCCGCAGCAG TTACCAOICG ATGOXX7IGC 600 



75 



CATAATACCG CCCGAAAAGA AAGGT3CGCC TCTCGOOGAG TTTCAGAAAA CTGAADCAGA 660 



GCAT3G33CA AAAAGACTGA AGOCCGAGCA GAATAAGGT 



699 



20 



(2) INFORMATION POR SEQ ID NO:816: 



25 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENG7TH: 696 base pairs 
(B> TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii> MOLECULE TYPE: ENA (gencnuc) 



35 



(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1519UP 



40 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 816: 



GATCAGGTAT CGGCCAACAT ATCGCGTCTG TCGATAGCGT CGAAGATTAT CGTGATAGAT 



60 



45 



ATAGACTATG AAGTGACGGA CGGCAAGGTG ATCGATGTTA AGCTGGTGCT GGCAAGCAAC 120 



TTCGACAAGT TTGACTACTT CAATGGOGAG GCCAACATCC TOCACCGGTC ACTTACCAGG 180 



50 



TATAGOGACC TGCACGAGTT CCACCACAAC CTGAAGTTCT TAAGOCTACT CGACGCGTGC 240 



TCAAGCATOG ATATOGAGTC CAATGTGTCG CAATTCGATT TCTTCGAGTA TEACTCGATG 300 



55 



CTGCOGCAGT ACATGCAGAG CTACCTGGAC GACAATG3CG CGCAGCTCAC GGTGCAGAGG 360 
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AACCTGAACG AC03TTTTOG GATCTACTTG CTCGACCAJT OCGWVWiAA CTJICGCCAAG 420 
CTCACATTIG C03CTAD3CA O^CCCGAAC GftGGOGTATT ACGAATACAA ATACTCGAGC 480 

ga^acgaagg aciggatcaa ccagtoggcc gagicctata o3acc0gcat (iacgcto3tg 540 
ttcgaacttc tcggtgaccc tccgacgtac ctgcctaagg atasttigcc gccagaacac 600 

OCTGATGAGG GZTTCA03AG TOCTieTGCG TCCGAGCTGC TOCATICAAG 660 

f£ TGICAAAATC CACty^JTCAC CCTOGTAAAT GACTTC 6 g 6 

(2) INFDRMATICN FOR SEQ ID NO: 817: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : six>gle 
25 (D) TOPOD3GY: linear 

(ii) M3LECULE TYPE: ENA (gercnuc) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1520RP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 817: 

GATCTTCTGG AOXTTTCCT TGAGTICGTT CATCTTGCCA AGCACGTCGA CGTTOSGGTT 60 

CCCCGCAAAA GAGTTCAGCA TCGGCCCAAG GCG3CCTGCA A1GGCGCCAA ACTICTCTAG 120 

CACCrrCGTG AGCGTAGTTG CGAGCTOCAA AAAGCGCAAC GTA1GGCCCG TG33CGCGGT 180 

GICAAAGATC ACCGTGTCGA AGTGCTCGCC GTCGCCCTGC TOCTGCTICT TGATGTGTTT 240 

CATCACCTCC ATGAACGAAA GCGOCTCGTC GATGCCCCGA ATCGACCCCG TGAGATCT3C 300 

GAGIGCGCCG CCCTGTAGCA AOCCCGAGAG CCCGTCATCA TCGCCGCCGT TCQCGATCCC 360 

CATGTCGTTC ACGTOCTTCA ACGCCGOCGA AGGGTCGATT TCCATACACG ACAAGTIGTC 420 



NSOOC4D: <€P 06661 29A2_I_» 
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CA1XXXXXJK3 ACCTTO333G CGTCCTTCOC AAACTTCTCXS TTCA^CGCAT CGCTAACX7IT 480 

5 ATOCGCAG3A TOCGTCGAGA TCAAAAGAAA CTXXTTAGTG O3CP3C0CAA G03CCATCTG 540 

GATG3CAATG GAGCACCAAG C<XTACACCG COCTICCCGC CGACGAAAAT 600 

/0 CCBL-riwiur (TTTGTAGAGr TGAICAACCA GCGCAAAGAG GOCTCT33TG TAATATCAGT 660 

CATOGTKUT CTACCGCGT3 AATCTGftGAG TGCAGOCGAT CTGAGATCTr 710 
'5 (2) INFORMATION FOR SEQ ID MD:818: 

(i) CHARACTERISTICS: 

(A) LEN3IH: 685 base pairs 

20 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) topolcgY: linear 



25 
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(ii) MOLECULE TYPE: ENA {genonicj 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1520UP 



(xi) SB2UEMCE DESCRIPTION: SEQ ID NO: 818: 

GATCAAACAG TAATGACT3T GTTAACGGTT TTGAAGTACT GCACGflGCTC CGftCIUCTCA 60 

CTOOCCTCTIG CCGCCACAAG CGCCGAAATC ACAGCAACIT COCTTTCAAA CTGAAT33CC 120 

TCCTGCAT7T TCOGTGOGAA CCCAAGTAGC ACGACGCTGT CCCCAGCCIG GCACACCTCC 180 

TICAGATfiCK Q32CCATCAA CGCAACCACt GCACCCTTCG GCAQ3TGCGC CC^GEAGTCA 240 

TCOCCATOCA CAGCATOCAA CTCCTCTAAT AOCGCGTOOT NTTVOKXITG CTOGTCGGTG 300 

033AACCGCT CCAGCGCCTG CTOCACGCGT ACG3CGCG33 CCCCCGCT33 CGCCCQ3ATC 360 

TICTCTACQG GCACATCGCC AAGCACCGCC AO^CCTCCA GCTCATCTG3 CTTCAACACC 420 

55 GTCACCCCOC GCCTCAG3CC CGAOCGGACC TTC7ICGAACT CCOCTTCGCT GAACK7TCJTC 480 
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TO0G3OTTOC TOG33TCAAT OGACTITXXX GCCTOC^GA CCTGACCAOC 540 

s <XA2£OOCAA CCATCTTCCA OTCGCTAOTr A3ATOTTOCG AACCAQ3332 CTKXTX33CG 600 

TATOOCCGCA AAftGTCCCTC CTGAO30CQC N^J^C^Ch ATCIAQ3CTF ACAACTCTOC 660 

t0 GAAACATTTG 'RXTOOCy^ST T7*33C 685 

(2) INFORMATION FOR SEQ ID NO: 819: 

75 (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) SraANEECNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencndc) 

25 (vi) (ORIGINAL SOURCE: 

(A) ORGANISM: PA31521RP 

30 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 81 9: 

GATCGAATCT W3TOK^G30 TCTICCACGA WTTGCAATGC AATCTCCGGA TATCCG3CCT 60 

TCTGTAGATA CG?GAT3ATG TTCTO3CCCA CAAGJTTXOGA CCTACGAATC AG?«03CAA3A 120 

CTTCAGO^AA GTT0TK7TTC ACCAAAGCTT IXTTEAAAOCG (JTT^JVCOJTT GGTTCAATOG 180 

TCAATATCTC AATATOQCCG TCTCIGTVCA AAGCATATAT ATOCTIT3CCA TCAOCTTK33 240 

TAAKJIATAG GGTCTTOCTC AAAGTITFTA. TGAICCOQCT GTX^CATTC PATPCCCfiGT 300 

ACTrtAATATG GTTCAAAGTA GACAftSAOZA GAACAOCAGT TTCATCCCAC «]CGCTGACT 360 

TCATOTTGAT CGTCrCAT3G TTAGSCGTAG TAATCTCCAA CTrCCTAGTA GCAATGGTCA 420 

QGGTGTGTTT ACTCATTAAA QCAACGTATT QCCCATCK33 GCATATTTAA 480 

55 CCATCTTCAG AGCTA2CTCC GCCAATITTT TCCCCTGCTG CACGTCGAAC AAGACTACCG 540 
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CCTTTOGTIT CAAGAIGACT AC3XACCAG Q3CX7TCCATA GACAATGTCT TTAACAGTTC 600 

5 CTTC7PMCTT GATOGATTTG GTTPCCTKJT TCTOCAACCC ACCJTWITCA AGAGATIiZCG 660 

AQ3CAGAGTT GTAGACAG2G TrACCTATOC" CGAQCGACAA AAGTCQCAAA GCTTCCCTTA 720 

to TC 722 

(2) IM : OKMATiaN FCR SEQ ID NO: 820: 

,S (i) SEQUENCE CHARACTERISTICS: 

(A) LEN37TH: 577 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEnNESS : single 
20 (D) TOPQUDGY : linear 

(ii) MDLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGftNT24; PAG1521UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:820: 

GATCCACTPC CCAGATTACA TGATAACATC GAAGCXGAAG GTCCCAAG33 AAATGTK33A 60 

GCAGTATGSC TITAIYJCAIA G33XTTCAT CACXZGTTAGPC Q3CAAA1CSG AAAGCCTCAT 120 

CTTT333CATC C03AAGAAGA 0CflCCO3CAG TI'ULATCflGC TCATCGAAAG 1TITCCTATA 180 

TO3CAGAGCA GCCCTCACCA K3AAGACAAG CAGAOXCCA GOCX7TCATCA CCQCAATTGr 240 

ATTCATCTTCA TC7EACCCAGG ACGAGATAGA CTACGAGTIC ACCTCCATAC 300 

T<7ICCAGACG AACTACTACT ACCAG30CGA GCTCAACCAC TCGACAATCC GCCOCCATTC 360 

(XTACCCTCC AACAGOCACG AGGPGTACCA CATATACGAG GTTG^CTOCG ATGCCGAACG 420 

CATCCACT33 ATOJTCGACG QCGAGATAGT CCCC?CCTIG TICAAGCGCG ACACGTGGGA 480 

OCC0C7TCCAC AAAATATACA ACTATCCACA AACGCCCATG AT3CTCCAGA TTTCCCTCTG 540 
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AOXCZGATC CX3CCQCAG3G CACCATC 
(2) INFORMATION FOR SEQ ID NO: 821: 

(i) SEQUENCE CHAPACTERISTICS : 

<A) LENGTH: 705 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDFIKESS: single 

(D) TOFOD3GY: linear 

(ii) MDLSCULE TYPE: LNk (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1522RP 



(xi) SECUFJnCE INSCRIPTION: SEQ ID NO: 821: 



GATCAAAAGC GAACAGCGCA CTTATGTOCT OOOCAACCGA CCCGTGCTCC TGAATACCCA 



ACGAGCACTC CCTG30CTGC TATCTGOGCG TA1 



GAACGATCGC OGCTAGAAAG 



577 



60 
120 



TTACCAAGOG CGTCACACCT GTATTCCCTG OCITCTCTCT OGGCCTTCGA TGTGCTG3CA 180 
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ACTAGTTCTC CAtXTTTCTGC AGCIGCCACT GGAAAOGTGC AAACCAAAAC AAACCTGACA 
CCACTTCTGT CTCTCGATOG CGTOCAGOCT CC2USAACTCC CAGCGCACAG ATTTTGACTA 
TAGCAACODC 0333ACTAGC ACTCAAGAAC TTTCAATTTT CG3TGAGCC CGACCTTGTT 
TTTCGAAGAT TCTGACCTAT OCTCCTATCG AOGTCAG33A CACAAATCAC ACTATAGTAC 



CTCGAACAAC AGTACAGAAA AGAAAAOCAG 



CAAAATTCAC AAGTCCCGTT 



240 
300 
360 
420 
480 



AGCTGCTAAG GCCAATTGGT GATACTCAGT CTTTAATCTT TACCCAATTG 0GAAACTTCA 540 



50 



CCAAGGAGAG TCTTGCGTCT TAAGGTTTGG CAGTTTGGTT TAAAAATTTT CTTGCACGAA 



600 



ATGTCAGAAT GTCTGGGTTC OCCTTGTCGG TGACGTGGGT 



TGGGTGCTAA 660 



55 



TCAOGTGACA OGTGGATGAC GACPGAGGCG GAAAATTTGC AGGTT 



705 
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(2) INFORMATION FOR SEQ ID NO: 822: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENJTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECKESS : single 
w (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

15 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1522UP 
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(xx) SEQUENCE DESCRIPTION: SEQ ID NO:822: 

GATCGACAAT ATTCCCCCAC CAG3CGCAAG AATCGAGT3C ACAQV33CCA CGGGCGCATC 60 

CX33XTCG3A TCGQCG330C TG33CTGCAG TQ33333CTG G3333CGAAG CACACTACCA 120 

CAGIGTGCTG TOTK3CGQCG GCCACGCCAC COCCOXAGC TGCGGGCTGC AITCCAGCCA 180 

CGCATCCACG AAGAGCCG33 TGACACTGGC ACCOC'lUJUG TCGCIGCTGC ACHCCAGCGG 240 

CTACATG333 TTCAACAACG AGCCOCCG32 OTICACGCGC TCGIGTCTAG G3SCGACACA 300 

TCCCGAAGGC CATTACGCCA CGSACATGCT GAGCAG33CG GTQ3332ACG COGCGIGTTA 360 

CGTCCGaCGC CAGACOCCGT TCCTACCGCT GOTGACGCG ATTCO30CGG CGCTCCCACC 420 

CAAOZCATCG CATCGCTGCG TOXQ333AA CGCGCAGCTG CQCX333CCAG TCCTGCCCAT 480 

CGTG33XCC G033CX7ICCC ACGCTACGAA ACGAACAAGA CATGOCTCGT TT3T33CAGA 540 

CGATCTACCC GTCCCACCAC GCTCAAGAAC ACATOCTCAT CCACACGGSC GAACIGCTTT 600 

TCAGTGCAGT TCOXCCGGT GCTCCAAGCG GirCAAOCIC ACCAGCAATA TGAACCGACA 660 

TCTGAACTCC CACAAGCGCC CGCTGATGAA CCAAAGCAAG AAGAAATCCA GITCTCCC 718 
55 (2) INFORMATION FOR SEQ ID NO: 823: 
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(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 712 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: Sirigle 
(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (gercmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1523RP 



(Xi> SEQUENCE DESCRIPTION: SEQ ID NO: 823: 

GATCTTATCT AAACCGCTCC GCGATGATOC TITGGTAGCA ACQ3AAQCCC GCATTTCAAA 60 

GTCAACATCA GCGGAAGCTT G3ATAGATGA GAAAATCACA OJIGTCACAT GGCGCGAGAG 120 

CTGAATTGGA TTCACCGCTT TOCTATCAGT GGGTYftGAGG CT7FICACTGG GCTGTTCTGA 180 

ATTTGAACTT CTOGAOCTAT WCGAGGGGTT ATGAGCAAGT CeAAGTTOCC GCGTGAAAAG 240 

CTGATOCTG3 TAATACTCGG TGTAATCCAC GCTTTTCTGC CMCAAAAAG CTGGCGAGTT 300 

IGGAATCTTT OTITTATCGG CGACGTCCGT CTGTACATGG CGTTCAATOG TATTTGCTGA 360 

TGTAACTGTG GCCAGAAGTC CTAGGGAATG TCTAGATAAG GTTGACGCTG AAAAGCTATT 420 

AOGTTGCAAT AOCTGCGGTT C^SAATGGTG TACTIQGGCA CAGZAACCTG CTGOGCTGCA 480 

TCTX3GGTGAG CTATTAAAAA TCTCGGCCAC CGAATAGAAG AGCATCTTTG OCTK^GCGCG 540 

ATTCAGTTOC ATGAGATCAA O^AAGGATAA AATCCGGAGG TTATCAAG33 AGAATTTGTT 600 

ATCATACAAG AGCCAATCAT CACTGCAGTT 03CTATATTT GGAITATTGT GATATTGCCT 660 

CACAGCAGTG TTTATCCGGT CTTTTTOGCA GTCATATACC ACAATGGATT GT 712 
(2) INFORMATION FOR SEQ ID NO: 824 : 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 649 base pairs 

(B) TYTE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY": linear 

(ii) MDLFCULE TYPE: ENA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1523UP 



1S 

ixi) SEQUENCE DESCRIPTICN: SEQ ID NO: 824: 

20 GATCGACAGA AT3AGCAGAG CCATTCIGAG AAAGCAAACA CGOCCCATTG CQ3TTCTGGG 60 

ATCCCK3CCA CAGAGCGAAA TG33CCCAGA AGGTT7GTAC TCGCCGATCA AGGATCATCT 120 

25 GGCCTTAGCG CCAT3CGACG TAGTAAAAGG ATGGCATGGA TGETGGICGG AAATGGGGIG 180 

CGACIGGCQC AAGACATGGA TTTTATCAAC ACCAGCTCCA AGATATTOGT OOC^ACACAC 240 

30 ACTTCGGAGA CGAATT3CGC AATGAACATG GGTCAGAACA GTACATTATC CCATTCTCTG 300 

ATCAACGCAA ATATTATAGG CTCAGAGTCA AGCACGCCCA TTAGCAATOC ACCTATGCCA 360 
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TCTGAAACTG AGSAACGTTA CAAAAOKTrT TTACAGAGAC TCGGTAAOEA TGTCCCTCGG 420 

QGTAGAGGCC TATCTCAGCT TTATAATGAG TITI'IGGAGG ACGAG03CAT CCTCTACGGC 480 

TIAG3IGGTG GAAGTGAATA TGTTGAAGCA. TACTGOGATA GTTTGGATCA AACAAAAAAC 540 

AAT3TGAGCA TCGAGACTGC GTATGAATCT TCTTTGCEAG AGCGCG333G CCAGCAGGTT 600 

TTTCKJICTT TCOCCCAACG CCCGAAGATA GAGCTACTGA G3ATCATGT 649 
(2) INFORMATION FOR SEQ ID NO: 825: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMjTH: 660 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1524RP 



xi) SECUH^E DESCRIPTION: SEQ ID ND:825: 

AACAAGTGAA TnCTQGAAA TCGAAGTGCG GTGA LTIULA CAAAATTAAG 60 

CAGGACTTAC TO33CAACAT GGOGACGAAA GAGA033ACT TCAACAATCG ATGCACCGAC 120 

TATGAACGTA ATATAGTTGA ACTTCAGCGT CAACTATCAG AAAAGTGCGA Q3CTACAAAC 180 

GAACGCTCTG TCACTTCAAC CTCTGCCGAT GTACCTGGAG AAACCAAAGA ATATATIGAG 240 

TCTCTCAAQG AAGTCAACCG TAGACTG3AA GAAGATATGT TK3ZTCTTIT TGCGG3GAAC 300 

ATAGT3TTAC T3GAGAACAT CGGCCTGCTT CTITCTAGAG QCCCTGACAA CAAGTEACAG 360 

30 ATTATACGCG TTAAAGGTIT AAGGAAAAAC ATAGATGATA GTATAATAAA GGACAGCAGC 420 

CCKJTAATAA AITCACATAT Q3TGAAGAGC ACAGTTTTCC AGGMGTGAA GAACTTATIT 480 

35 GACGAGOTIC AACTGAGOCA AGGItTTTAAC GACCAACTCC ATrTTGTTAG TGAGCTGGAA 540 

CGCTTITATC AAGAGGATCT ATTTOCAACT TCD3TCATCA AGAGGTTCAC 03ATGTAGAG 600 

40 AACCTGGCTA AGAGCraGA AAGGAAAATA AGGCTAAAAA AAGCGTATTG AAAGACACCA 660 



(2) INFORMATION FOR SEQ ID NO: 826: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 671 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINAL, SOURCE: 

(A) ORGANISM: PAG1524UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 826 : 
CATCTATCGA AAGTGTGAAG CTCCTAGACA AGTICGKXA TOCCAAAACC COGAGAACCT 60 

crrrcrrGCTA ccgtatcaac taccagtcca to»caggac igttaccaat ootaggtca 120 

ATCTTdTACA AGAGCAGGTC AGTCGGGAAC TAGICAGGCT TTACAACGTT CAATIGAGAT 180 

AGCCCAATCA GGCOGAGACT AATAAACTTG TATATACAGC TTTOCGGACA TCGCACCCAT 240 

GTAACGTATA GTATCATATC TOTTTACTCA TATCOCACCT GAATGCTAGC AGACTTCGAG 300 

AAATGCCTTA ATACGCAGCA TATCCGATAA CTAGK3CCTA AAGCCAAGTT CTTGGATCTT 360 

CACAGCTAAC CGTTTTICTr TGCTOCTGAT GOCAGCTACA AGAATAGCAA TCCTTTAT33 420 

ATOIGAAACC G3TACTGCAC AG3ATTTOGC TAATATACTG TOCCACCAAC TACGICGTTT 480 

IX^TTACAAG CATAGGG1GT GCTCTATIGG AGAATATAGT GCCCAGAATA TCCTCGCATG 540 

raCTACCTA TTTOTCA-TT GCIXXACCAC CGCGCAGGGT GCGCPXGGC AAAATGCGCG 600 

GCAGOUICCG CAGGGCAAAG TOGA^GGTAC ACCAIGGAGT GTGCTCAAAA GAAGCTCTCT 660 

CCCACCAACT C 671 

(2) INFORMATION FOR SEQ ID NO: 827: 

<i) SEQUENCE QiARACTERISTTCS : 

(A) LENGTH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANEECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1525RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 827: 

GATCTTCTCT CQCTG3AACT OSrGATGCGT CCAAAAT7TT AACTTAACAA Tl ' I ' i ' l CftCCT 60 

TGAQTTCGCC AWTAimT ATCACCJTGAT TOCATCTGAC CAACCTCATC QCAAATO2AG 120 

OCCATK33CT QCTOCATIIAA COJICTC^T GCCCQ3CTPG AGAACTAGCG TT7^33CTITG 180 

G3ZTTTACTA QZAAGT33CC GTOXGTO33 ATTD3CAATG T033CGCX3CA CXTmTCCAC 240 

GCGACACAGA ACT33CTATr ITOnTCIT TACATAGATG TCCAAAAACA GEACOCOCAA 300 

AaCACCAAGC ZPGCTTCPGC AAGACTCAG3 GfiQSTGITflG #33CGATAftT CCAATCTGTG 360 

CTCAATOGAG CA03D3A033 GAGCAAAOTG GATATTTOCZA 03CGAAAGTC AGACGATT33C 420 

AQCQCASGAG (33CAAT33AG TAAACQ333A CCTOSACG3C Q3CATGCAGA AC^CCTITCAA 480 

03CCt7TCAAG CCG^TOSACT TCAACC7TGAA TTK33333TT TACCQ333CA AG33333XT 540 

CG3CGAGACC CTGAACTG3C 0003330333 QCAAAttXTC AQ33TCQ3^ GA33AGACAG 600 

ATAG33AAOC G&G3333AQT TCC^XXX33G G3333333A3 TOC^ACAOG TCTJ*7ICT33 660 

A<333CCCGAA G^T03A0033 TO3TP3A03CZ CTT33333CT CAAGTCGTCG CC 712 

(2) INFORMATION KK SEQ ID NO: 828: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMjIH: 703 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDECMESS: single 

(D) TOPOLOGY: linear 

(ii) MX£CULE TYPE: ENA (genomic) 

(vi) CRIGTNAL SOURCE: 

(A) ORGANISM: PA31S25UP 
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<xi) SEQUENCE DESCRIFTICN: SEQ JD NO:828: 

CATCATCGCG ATTITO3JTG GCGTTGATGA GAAAGGCCCT (ZACTTATACA TGCTPSAAC'C 60 

AAGTOXGCT TACTQ333TT ATAGAGGAQC: CQCTOOCGGA AM333CAGAC MAOXGCIAA 120 

AGCGGAGCTG GAGAAACTGA TTGGGAACGA TAAGTCAGfcG CltTTCAGCTA GGGATGCAGT 180 

GAAAGAAQ33 GCTCGGATCA TCTACGTGGC CCATGAGGAT AATAAQGAGA AAGAATTOSA 240 

AATTGAGCTC AGCTGGTGCT COXTTCGGA GACGGATG3C TTOCftCAAGG AGGTACCAAA 300 

AGAGCTATTT GATGCAGCGA TTCAUITiUC GAAGAAGGAG A3337TCA03 AGAGTGATGA 360 

TGATTCAAGC GATGACAACG CAK.T3GAGG TCA2GAGTCC TCAACAAAGA AGGATGCTGA 420 

CGGTGATGTC CAGCTTTCAT GATAACAGCC CGGCATTATG TOGAGGTTCA TTTCATGACA 480 

ATTCACGGAT GTTACTAflCT GTATATTAAG TTAATCCAGC TATATAAATT AATAACATGC 540 

AAAGCAATIT AGAATITGTC GGAAAGCAOG TEAAAGCATC TCEACICTCC TEAA'TCTTPC 600 

GCGAAGCIGT ACATTTIXTTT CTCAAOPGAA CGAATTCTAT CCACG33CTG CGTCTCATIC 660 

TAATTTCCTA CUI'IUJLWIT CTCTGTACCA TITOCGCGTC AX 703 
(2) INFORMATION FOR SEQ ID NO:829: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEZNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: CNA (gencmic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1526RP 



(Xi} SEQUENCE DESCRIPTION: SEQ ID NO: 829: 



NKDOCID:*EP 0866129A2 I 
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GATCTOXEG Q3ACCTTGAG A<XX33TCTGT AXT1LT HC AGCATAACTA TTCTTCQGAGC 
TTOSTTTCCA AAGTTCAXCC TGAGCTOCTT GGTCGTTCSG TGATGECCTC 120 

gtcacggtct gtcaotitcc tgtaccgacg atgaoxx»g rmroaa c tao3ccatit 

TmTTTCAG CTCTAAGATG GCAGACQXA AGGAGAATGC TCCAO^ftCAC CG3ATAGAGC 
-ira^TXTTCA GCAAAACATC C3DC7EftCK33C CCATTOCTGC CACTTCTATG 
COTAGTITG TGCAOGTCGT 03333CTTCA CATK7EATCT CGTCAATH3C GTACCGoIAC 360 
TAIATT?033 TIX7PGTG3CC GAG03JDCTA AO30OTGA TTCAAGK7EA TOCTIAO«C 
TCTITCACAGC TGAACACTCA GGTATCGTAA GATCCAGGAG TTCGAATCTC CTOGCAACCA 
ATATTTTTGC 03303rnTT GO33330CAG GGAAACTGAA TTTO31t3CTA 540 

COHTGGAGG TAAACTGTTG GAATCXGACA GT3333TACC GAAACCATCC CAGCCTCTTA 
TTACTAAOT GGATCGTGCA TCATftTlQSA ATCGTCCCCA CGTATTATTA 

CTAAGTCQOC ATCTTOCCGS CCAIGAGGAG G3DY3CGAAA ACCAATCCCe AATITGCMT 720 
ACTAA 

(2) INFORMATION FOP, SEQ ID NQ:830: 

(i) SEQUQOSE CHARACTERISTICS : 

(A) LENGTH: 701 base padrs 
(B> TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA {genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1526UP 

<xi> SEQUENZE DESCRIPTION: SEQ ID NO; 830: 



6G 



180 
240 
300 



420 
480 



600 
560 



725 
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GATO3IX2ACC AG3TOCCCGG TCTTCQ33AA CGTCTT32CA TCGCCTOXG PCMJTCKJTC 60 

5 GATCTTCACG TTKXTTCGA TTACCTCCGA CATCCTCGTT GCK37TCC03 T33CTOCXJ33 120 

AG&GTCATCA AGTCCGTGTT ATTA^33TCC OCAACQCCAC OCGCCTGGCC GOTIAACACG 180 

»0 TOCCCCQOGG CTCODCGCGG TO30QC7IGTC CO30C033CC GCCCCATOCA COTQCA03D3 240 

03CO37P3CA CCQOGTGCQC GCACTTTGCG CCO3DCX3033 CGCCCACTGC CCGAAGCQ3T 300 

75 AAACTTAGTA CGCAACCGCX: CATA3CA.TAC G3ACGCCAGA CG333TAAG3 360 

COCTAGCCCA GTCG33AATG CCG3CACGAT ACCICTTTAG CCAGGft2?£T ATTTTAAG3C 420 

20 CTACAGGCGC GCACCCCATC GTOCAG3CTG C2GIAGCAAG CTGAGACW3G CTG3XAAGT 480 

CTAGACCT03 GACACAGCCC GCAACCTAGA G3CCGCGGTG GC03CGAGGC GTCAGACATT 540 

25 TTC33TGCGA G0333CGT3G CAGCAGGACA A«MXOD3 AGAGAAQCAA ATGQ-EAACT 600 

AAACQ33CAG GAAGQGCAGC OSKITU-TIT TTO33CTTCT GTCG3AG3TG GAAATTGTAT 660 

AAATAATGGG /1GCQ3CX33CT G3ICTTO3CX3 GCTGAGACTG T 701 
(2) CONFORMATION FDR SEQ ID NO: 831: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 705 base pairs 

(B) TYPE: nucleic acid 

(C) SITRANDEENESS : single 
(D> TOPOLOGY: linear 

(ii) HDLBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1527RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 831: 
55 GATC'ITGCTG CTATCCAGAA ATGGGAAGTT CTTAGACAAC CG3GAATTAA GCCCCTTTTC 60 
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CAATATTTTG XXXJIXXSHSV CATAGCTCQ3 AAGACQZAGC AGAAOCCOCC CCMJTNJJXJT 120 

CK7TTCATGT TOGCTCATGA AAGGTCICIC TATCAAATCT ACCTCCATCA TOGCAGAGTA 180 

GTTATTATCT TTCTTOCAAG ACAGACQCAC ATGO03CAAC TTO3ICAGGA TTACAGTAAA 240 

ATAATGGTAG AACCGCQ3AC TCACAGAAGC CACGACCGCT CGAAATGAAG TCGOCCOGTA 300 

GAAGAawiU CX333DCTO?T TCR7TATCAC AAGATQGAAC TOCGAAAOIC TCITCACOGG 360 

CGACACCGTG CCCATAACCT GCTTCTGCAT GAACAGCTQC QOIAOCATCT CQCTCTTCAT 420 

COGOGCGAGC TCAGTCTCAA CCTCGTOGAT COoTCGCAGCT AGCTCCACAT TO30CGTCGA 480 

GCTGAACAa: TCOCGTGAGT TC^SGTOTIG CCTAAACTCA GACAGGTACA CACACTCGGG 540 

CAOQODCTKT OCAATACATG TATAGCACTT 033XCXX3CC T HoTlU CACT TCACCCGCCG 600 

CTIQ0QGCAG AACACGCACG aCTTGCTGAC CTKXX33TTC GTTTTCACAA TCTTCCCATC 660 

GGACTCTGCC ATCXXX3CCAG CITCAAGCAA AATGATTAGG CTATA 705 
<2) INFORMATION FOR SEE ID MO: 832: 



(i) SEQUENCE CHARACTERISTICS: 
35 (A) LEN3IH: 718 base pairs 

(B) TYPE: nucleic acid 
CO STRANDEDNESS: single 
(D) TOPOLOGY: linear 



(ii) ICLBCULE TYPE: ENA (genomic) 



(Vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1527UP 



50 (xi) SEOUa^E DESCRIPTION: SBQ ID NO: 832: 

GATCGCG3AC GTGGAGCACT GGCCGGAGAT GCGCGCOOCC ATCCTGGTGG TTrCTGCGGA 
55 C03CAAGGAC ACGOCATCGA GGAGCOOIAT GCAGCAGACG GTGCACAOST CQGACCTCTT 
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GTO303AOCC TOSTGCCGOG GTGGTAOGGA AAGATGGOCG G33CGATCOG 180 

CGCQCGCGAC TTCQCGACGT TTCXX30SCCT CACGATGCAG GACTCGAACT CGTTTCACGC 240 

caccroocrc gactcatttc ogccgatctt ctacatcaac gacacttcgc oonsGATTGT 300 

CAAGCTGTGT CATCTGATCA AG3AGTTCTA CAACGAGACC AT<3GK33CGT ACACGTTTCA 360 

CGCGGGTCCG AAG30GGTGC TCTATTACTT G3CX3GAGAAC GAGGCGCODC TCTCCGGCTT 420 

CCTCTCIX33C GTCTITGGCG CX3AACGACGG CTCGGAGACC ACG7ITCTCGA CTX^AGCAGJG 480 

cgccacctk; coogcgcagt togacgagtg OTramn: aagcttgcga cosacctgga 540 

CGACGAGTTG CACAGAGGAG TIT3DCCGCCT CA'ILTICACG AAAGGTCGGG CCAAG33CCC 600 

AGGACACTAA ATCCTCGCTC ATCGAOCCCG AGACCGGOCT COCCGCTGAC CCTATTCTCC 660 

TGCTATTTTC T3CTCPSTAT ACCCTGCCAG AACGCQCTAT ATATATAGAA TAT3CATT 718 
(2) INFORMATION FOR SEQ H> NO: 833: 



(i) SEQUENCE CHARAL-'l'KKISTICS : 

(A) LENjIH: 701 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDEENESS : single 

(D) TOFCiLCGY: linear 



(ii) MOLECULE TYPE: ENA {gencrtuc) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1528RP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 833: 

CAXCACTGTA TCGAATTTGA CACCCAAGGA AGCCAAAACA TCGTQ33333 ATCCCGACAA 60 

TGTOGAACAT ATGATATCGC TTTCTGCAAG GATGOGTOCC TCAGCTTTCC TCTTATTCAA 120 

TTCTCTATTT CTATAATTCA CCGZATTCCT TItXCTCAGO TCATCGCQCT GCTTACCTAG 180 
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CTCATTAATC TTCTTGCTCA AC7TCCCTCAA CTTTXX7TGT AICTTM»TA TCVCKTCMJT 240 

TGAGAGTTTA CTAGTCG3CG AACCATCCTC TTTATTCATC ATATCCCTGA OCTTTCTXXT 300 

CTDCGCTACG GZXJTCATGAA AACTCTGATC TAAGTTCGGA TCGTGATTTA TTTOGTAOGA 360 

CTGATTCAAA GCTCGCTTGT C^ACCAGCTC TTOCAACGTT AQGTCTCTGA TAGCAGCGTT 420 

AACIGCATCT GATTTACCAA TCCGCACTAA TTTIt33TTTC AACAACTK3C CGTCAGTATC 480 

ts GACCAAACCT TCTCTCAGAC GCAACACAAG CTCGTCAACG GCTGCATTAC TQ3GTOCACA 540 

TATCAGAACT TTTK7TTK7T GTAGTAACAT CTCAGTAGAG GTAGCGTTCG ATTCTGTGGG 600 

ATTTCTGAIA ACATTTGATG GTAGTGCTTT TGCGGTAGTT AGGAAAAAGC OSACGACACC 660 

AAGAATAGTC TTAGTCTTAC CaGTACCAGG 03310371X33 A 701 
(2) INFORMATION FOR SEQ ID NO: 834: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: lxnear 
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(ii) MDLECULE TYPE: EWA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1528UP 



45 (xi) SEJ^JENCE DESCRIPTION: SEQ ID NO: 834: 

GATCCAGCAT TTCGCGGTAA ATCGGCGTAT TCOGCACGCG AAGGT033AA GCTTCAACGA 60 

50 GTTGATCTGC ATCTGGCGGG CGCAGATGGT TCTTCCACTG CTGCGAGACT TTGATGCCTG 120 

CAAAGTATCA GATGCTGTTA TTCTGGCGAT GTATGAGATA CTGCTGAATC CGCAGATGCT 180 

55 033GTGCTCG CCGGAACJTCA ACTACTACTA TGATCTAGCA TTCAAGGGCA TGTATGAGAC 240 
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GGGACATGAG CTTTTAGACC ACACAAAAGA ACAAOTrATC AATCTGCTCG TACCTQ3AGT 300 

CGTATATTCA CACATGTACG GCTGOCCTGA ACAGAGTK7T TG332AACAC GTCTCTTGCG 360 

GCACTTCTiC GAGAACGAAT ACTCAATCAC AAATGAAAAC GIGACAAC03 AACIli-TlliA 420 

CGAAATCACC TATCATTTTA TTCAGTTACA GTIGAGCAGG AGCAACAGCT CGTATTTGAG 480 

CATGATTGGA CTATTCTGGA GCAAGATGTG CCObTlL'TlT QOXTCATQC ATOTGATCT 540 

T5 CTTAAAG3AG TACTTTATTG AGCTCAAGAA TATTAAGTCA TTO3CX7ICCA CGACTAATGT 600 

TCATATTGAA TCTGTTTTCA AffJEATTTEA TCACCATCTC ATAATGCAGG TAAGATCAAA 660 

20 ACCGTT3GAT ATTCTGCTCC GTATTTTCAA ATTATCCTGG AAAAACTAGG G 711 

(2) INPCRMATION FOR SEQ ID NO: 835: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
30 (D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencxnic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1529RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 835: 

GATCAAAAAG AAGGCGATTG CTATGGCGAC GGTGACTGCT GCTACCGCCG TCTACGCTCT 60 

ATATCCTTCC TCTCCGATGT TGGTTGACAG CTCCGCGTTG ATCAAGCTAG AAGGCACCAT 120 

TTCTCTCAGT AGCAAAGGTG CTACTAATGA TACTGATGTT TTCATATTAC CAGAAAAACA 180 

TTCTGCTGTT CCGGGCTACA ACACAATCAT TCGTTTCCTC GTACCCGCCA TGAATGCCTT 240 

CAG3CTTTAT GGCAGGCCGA AAACACTATC GGCGAGCAAG GATGACACAA ACTCACTCCT 300 
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C^TTAGTCTA CCAGCGCTTC CACATGTOCA CTftCTKX7K3 GTCTAG3ATT TGCTTCCATT 360 

AGTGAATTCA GCCTCTQ3CT CATGGACGAC GCAGGAGT03 CCC^CAAA IX^AGQCTCT 420 

ATTACAACCC AG33EAGCGG CTGGCTATCA OC33ATCTO3T TCAAaTTCCG GTCTATCCQG 480 

cgctctgtcc tcccckxttc toggtocatt gagtoctact tcttiuicat ccccgcattt 540 

toctccgtcc atoxxjittt 03jctactga ctccaactac Acrnroror caagtcactc 600 

AAGAATAACT TCACTACATG ATAATATCCA GAGACCATftT TGAATACCGT 03CCAGCACA 660 

TCCGATAATA CVCTQCACCC AAACAATATG CEftOXTICCCG CM3TCTTCC GDCTGATOCA 720 
IT 



(2) INFORMATION FUR SEQ ID MO: 836: 



(i) SECUETXJE CHARACTERISTICS: 

(A) I£tClH: 691 base pairs 

(B) TYPE: nucleic acid 
30 (C) STRANDEtXJESS : Single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: CNA Cgencmic] 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1529UP 



40 

(XI) SECUEMZE DESCRIPTION: SEQ ID NO: 836: 
45 C^TCCCGCTC AATOCCAAGT AGAATGTTTC TCCGGGGACC CCATACAGTA CCCCCTCCTC 

CTCATCCCCG CTCTCCTGCT CCACGTCCTC TOGTGCAACA 1CTAGCAGTT TCCCGATAAC 
50 ACTGGCGATG GTCAT3CTCA COCXTCCCGA TATCACGATC AGCACCAAGG COCATACTAG 

AGACTTGAGC TCAGOCCGCG CCAATTGGAA CACICTACOI ACAICCTTCG CACCTGATOC 
55 CJITCOCCGTC GCXCTCGACA CCTCGAGTCT ogotiutctt CCCTACTTGC 
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CCGAG3STTT QCTCTTGAGT TTAGCCTCGT TIGAAOTCTT CJTCGATO33C TGftACGAAAA 360 

5 Q0333TQOCT TGATGTAGAT GATIGAACGG OGGCCATCGC TXATCOCAA TAACAGGCCT 420 

CGGCACCIGC TIAACAGCTA GCGATAGCCA CATATATCTT CTOCTCGAQG TCATATTCCC 480 

J0 AGTTITCTTC TAACCTCACC AQCCITGTAG GCCTCTCGAG TK3TTGTAA GT33TGAATT 540 

TCG3CATCGG ACTCATTITT CA3GGAGAAT AAATAA3TGT ATT7CAAAAT AGAGATGCAT 600 

75 COCCAGCTAG TCGAQ3CCAG CTACTACACA OCIDCT33AG CTTT3CACTT CTACCGCACC 660 

GGTTTIOQGC TCCATOIGAC TACAACATIT T 691 

20 <2) INFORMATION PGR SEQ ID NO: 837 : 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 714 base pairs 
25 (B) TYPE: nucleic acid 

(C) STOANDEXNESS: single 

(D) TOPOLOGY: linear 

30 (ii) M3LECULE TYPE: CMA (genomic) 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1530RP 

35 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 837: 

GATCCCICTC CTACAAACAC ATACCTAGAT TTCTCATATT TIATACTGAA TACATATAAT 60 

ATATCATTTA ACTGTCTTCA TTCATGAGAC GTOGTCTAAG TICTGTGCTG CTCAACTTGT 120 

TTXTCCACTT G7TAGCCTCT TCGCCCCCCA GTACGTTCAC CACAT3CACG GCTAGCTTCC 180 

TCATTCCTTT GCTCTCACGC GTATC3TIGA TTC7TCTQG3C ACCGGCCACA GTTTCCTCAC 240 

7XAC1ACCAG QGCTTCGATA CCAGGTTCGC TACCCGTKTG CCCGCACACG TCATOTAACG 300 

CAAATATnT GATITCCAQC CCCGGTTTCA GCCTGTGAAG GAAGCTGCAC ACGTEATCGC 360 
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ATCGTTCGTC GAAOSACTGA AXTOCTCOZ TCfI9 flTTCTT GTTCCOCAGC A^ITCTICAI 420 

CTCTAATOCC CACCATCAGC C033AD3CAG TCACGAQCQC G3ZAACACTC AGCAATATTT 480 

TATGTCOGTC GTGTAAGTOG TCGAAAGTGC CTCCCAGOX CCTAACAGCG TACTTGTCTC 540 

TACCQCCACT CTTZGACCX333 CXX33CAGCCG CCATCGCCGG ACTATCAAAC AGCTCTATCT 600 

OXTGTGCGG CAACGCATCC TOCAGCAGGC GATQ3CTCAG GAAIACAACG TCCCACTTCA 660 

TTCCGCTGTA CGCTFCCATA CTGACGTTGA ACAAAACATT TAT033GGTC GTOT 714 
(2) INFORMATION FOR SEQ ID NO:838: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STrandehness : single 

(D) TOEOL0GY: linear 

{ii) MDLBCULE TYPE: IKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1530UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 838 : 

40 GATCCTGGGA CGACATCGAC AOCATTK7TA TCGGTAACGA ACTPGTGAAC AACGGCCAGG 60 

CGACCGTGGA CCAGATGGCT GOTTACATGA AAACTQ3CCG CAAGTGCCTC GCTGAG3CCG 120 

45 GCTACAAGGG COCAGTTGTT TOCGTGGACA CTITCATCGC TGTAATCAAC AACCCTGGTC 180 

TATGTGACCT ATCAGACTAC ATGGCTGTCA ACGCCCACCC ATACTTCGAC TTCCACACTT 240 

SO CTOCTOCTAT G3CC03CCCT TC03TTTTGC ACCAGATOCA GAGAGTCTG3 AGCGCCTGCA 300 

ACGGTAACAA GAAAGITGTC ATCACCGAGA CCGGCTGGCC TACTCAG3GT CAGACTTACG 360 

55 GCAAGGCCAT TCCATCCAAA GCCAACCAGA ACATCCCCTT G3AATCTATC AAGGOCACTT 420 
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GTGGTGATAG CGCTATCCTA TITACTOCTT TCGACGACTA CTQ3AAGCCA GATGGGCCTT 480 

s ACGGTGTCGA GAACTTCT33 GGTATOCTAT AAGTTGCCGT GT3CTTCTIT ATGACCTCTC 540 

TCTTTATnT GCTCGGAACC CTTACATCCA GATO3333GTT G3ZX3GTOGAT G03ieTGCAG 600 

70 CCTCCQGGCC T3CA£CTTTC TACATCGCCC TALTi'lJAGCT GOCACGGGAC TriTGAATTT 660 

CTrroaCACG TGGTACTGCT a3CATCCTTC TCAT?*3AACA CAGTCTGCCC ACAGGG 716 

/5 (2) INFORMATICN FCR SEQ ED NO: 839: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UIGffl: 723 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANCEXNESS: single 

(D) TOPOLOGY: linear 
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(ii) MXECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1531RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 839 : 

GATCTGCATC CTCGTGAT33 AAAATACGOC CATGCAGCTA ATTTTQGAAT GGTTTCTOCA 60 

TACCGTAAGA GAGAT33CTC CAAATCATAC CCAGTTACTA TCCTTX7TGAC TAACTTTTCA 120 

AAGCCGACAC CTACCAGACC TQCTCTTCTG AAGTTO3GAG AACTCACAAC GTTCTTTCAT 180 

GAGTTAGQCC ACGGCATACA CGATTTGGTG GGTTCCAATG ACTT33AGTC GCTCAACGGG 240 

CCTG3JICTG TCCCATGGGA TTTCGTCGAG GCQCCCTCTC AGATGCTOGA ATACTGGACG 300 

GCACGGCGTG ACGTTTTAAC TATGTEATCC AAGCACTACG AGACAGGTGA GAAAATCCCG 360 

AAGTCGCTGC TGGATGCCTG GTTTAGTGTT Q3CGGCCTCA ATTCAGGATT GGCCAACTTG 420 

55 GQCCAACTGA AACTTGGCTT GTTCGACATG TATGTGCACA CCCGCGATTA CAAAGGAGCG 480 
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GOOGTIACOGA AATTATG2AA T^TCTCACC AGAGAGATCG Q3?TCATGAA CTEAAAAAAC 540 

TACACTAGCA CCQXTATGA CTCCTTTGGA CATATTATQG CTG3ATATGC TGCTCGCTAC 600 

TATGOCTACC TTTOGTCCCA aJTTITTCrT GCAGATATCT AC3ACACAAA GTTCAAGCCC 660 

AACCCAT7CA ATCCTACtXJT 03GTGTGGAA TACAGCtaCA CTATTTTAGC TACCGoIGGA 720 



723 



ci*r 

(2) D^JFCKMATICtt FCR SEQ ID NO: 840: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 692 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS ; single 
<D) TOPOLOGY: linear 

(ii) MDLSZULE TYPE: ENA (generic) 

(vi> ORIGINAL SOURCE: 

<A) ORGANISM: PAG1531UP 



(xi> SEQUENCE DESCRIPTICN: SEQ ID NO: 840: 

CATCCAATCC TOGAGGCQ33 TTAAAGTOCT CCTCAATQCA CCOCAGCCGG CACT03?GTA 60 

TCOCA03GAA ATCGCACTCT Q3AQGAOQCG CGT3GTTQ33 AACK3GATCG TOCAOCTCGC 120 

QCAGAAAQ3C CGTTTCGAAG GCGCAGGCGA GGACCGGAAT GAGCATTAAT AAAGAS7TAA 180 

CGTGCATGCT GTGAAGAGTT TCACTTTATG CGTTGCATTC CTCCCCOCCT GAAGACGAAA 240 

ACACTX3CGCA CATXTXXTAT ATATACOCTT CGTCTCTACT ATillUL U LT CCCCQCTCTC 300 

ATCICAGTTT TTACTTTTTC ACGCCCOSAA 030GACATCT QCCACAACGC ACX2AACOCCC 360 

AGIGAOCAGC ICTATGCCQC TTOCTCTQCC AATAACCAGC ODCCTACTAG CCGAOCAITT 420 

7Q2CTTAGTC CAOCAGATAT TOCATTGTTA TCGTTOCTCG CCACOCT033 OCTGOCSCAT 480 
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AAflGATCOGA AQOTCCTCTC CAAACCTOIA TCGPGAATAC TOCGCAQ3GA 540 

CCCCCOCTCC CATEAGTCCT TGOCAOTriT TTCCTTItTPC OCGG3ATAAT CTATCTAAAT 600 

ACAGAATAIC GATTAC33CG AATAQ3CAAG TTTKTKJJTC TCftCATOOCG AGIUieAGTT 660 

CATGATTACA TAA3UKJTCG TOCCATATCT GT 692 
(2) INPOFMATICN PQR SBQ ID NO: 841: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANOEENESS : single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1532RP 
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(xi) SEQUENCE DESCRIPTICN: SBQ ID NO: 841 : 
GATCTCTTGA AAGAGTAACC CTGCGGTATA GCCAQOGAAA TAT3CATATC 60 

AAGTCTTICT OCGT3330TG TTTCAATGAC LTC?CTGATA TOGGATCCCC AGTTICEATG 120 

TCAAACTTOC QCGACTGCAG ATAATGAAAT ATCTOCTGCT GCAACACTGC CTOGTSCTIT 180 

TTGTCACXGA GAGGTOOCGG GTCQOGOSTA CTCTGCAGCG CACCGTAAQC TGACQ3AOCC 240 

CCGCOGGGAA CAATCGAAGG CCGCTCCGAA GATCGCAGAC TCCGCCGGAG MSACTTICGC 300 

AOCTCGGGCA CA3CTCTTCA AAGKLPGCTC COGCOGTrCC GTOCCAGACT cnwrnrfC 360 

ATOICCGEAA GAOINSCGTr CGTGCCAGGT A03CCCTICT TCTTOGIUTT TCCACCAATT 420 

GATGGAATTT GAGACGTGAA CCTCTGOGGA TTCAA3CTAT TGAGCACAOC ATIGGCAOCA 480 
CTTGAGCCCC TTCOOTCTOC CATCCCTAAT CGTCCTATCC TACGGGOGGC TAATAAGTTA 540 
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CTACCAGACT CTGGCCCTCA TCIGGGACTG ATCTITATGGT ATOCTGTITC 600 

5 TGACCCGATC GAAATCATCG AGTAOGAATA ACCACCTGAC CATIATTCAC GTCATCAATT 660 

TCOCGGTOCC TT7TTGCCGAC TCTTAOTCCA OGTTAACCAT GACTA2ATO3 OCATACCTCA 720 

W GA 722 
(2) INR^MATICN FDR SEX? ID NO: 842: 

/5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 619 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDE3XESS : single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1532UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 842: 

GATCATCTGA ACGCTCATGA ACAGTTCGCG GAACATG3TG TCCAOGACTA TCCACTGCTG 60 

GATCTICCTTC TGGCOGAAGT ACGCGOGGTC 0G3AGCAACA ATGTTGACCA GCTIACCAAC 120 

GACCGTCGCC ACACCGCGGA AGAAGCGTGG ACGGGTGCGA CCCTCCAGCA TCTCGCTGAC 180 

GCCAAGCACC GACACAAACG GCCCOCGCTC CGCCTCGACC TCCAGTGGGA TGCOGCGCGG 240 

GTACATTTCC G033GAGAGG GAGCAAAGAG CACCTCCACA CCGGCCTCTT CCAGCAACGC 300 

OXATCCGCT GCCAACGTCC TGGGATAGCG GTCAAGATCT TCGTICGGCG CAAACTGCGA 360 

ACGGTITAOG AAGACTGAGA CAACAGTAAA C l UU TlT lU.' GCGCACGATC TCCGCACGAG 420 

CGTCATGTGT COCTCATGTA G«CAGCCCAT CCTTO3CACA AACCCAATCG TCITJICTCTT 480 

55 CCAATCTACC OICTXTTGC COCATTGCGA GACT1UJ1U3 ACCITATTGA GCACGTGCAT 540 
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GAQ3CGTATC QCTTTGATOG TTCAGCCTIC AAGTritTTCR GIGTOCATCT CACAGATEAA 600 

5 GGAAQcrroe gcacactat 619 

(2) INFORMATION FOR SEQ ID NO: 843: 

r<3 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 564 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEETiESS : single 
' 5 (D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

20 (Vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1533RP 

25 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 843 : 

GAICACGAAC TCCATCATTA CAAAGTCCAT OG3GID3ATA CGAAAACAAA ATOCACAGCC 60 

GCTACCGACC TTCCGAAACC TO3AGAAGAT CAACCAGCCG CCAAAGAACG CTGACCATGC 120 

GTO3GAGTAC ATAAAATOGT GAATTATTGC GGTTGTATGT ACTATATACT ATOOCTCTGC 180 

CGCOCAATGA TGGTTACOX TCTTGCACTG GZATTCTO33 TGACGAGGTT GTCTCCGTAC 240 

ACCTCTACTA TTTCCAGGTT GQ3CGCACAT 7COCTGATAT GGGCGAGCAA TTTGTCGTCA 300 

ACOCAGCGGA CGAACCCTAC ATTCAGTT3C TQCAAGrTTG GACAGGACAT TAOCTOGAAC 360 

4S CCAQCIGCOG TCAQGTTCCT GOCTGAGTTC AAGTTTAGCT CTITGAGGAA TTTGGAACAT 420 

G^ATTCAAOC ATATCTCCGC AATTGATGCA TCATCCAGCT GAT33CAGCG CCTCAAGTTG 480 

50 AG3TAGTGAA GT0333GAAG CTGGACCGAA GAGAAAAATG TAATGAATCC ATCGGACGTA 540 

AOcrarrccA aticctctag ggat 564 

SS {2} INFORMATION FOR SEQ ID NO: 844 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOSESS: single 

(D) TOP0LO3Y: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1533UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 844: 

GATCCGGAGA CAGACGTGTA TCTGAGTTCT AOOGCTGGGC GCTOAAACGC ACGTCGTEAG 60 

OGCACATCCT GTC^TOCTTOC AOCGGCCCAG AGCAACCAAG TATICCTATA TTCGTCAAAA 120 

CTGCGGTAAT AACCATGTAG AACATTCCGC GCCCGAATAC OCGTTTTACC CCAATATOTC 180 

CGTCATGTGA GCTATTGGAT CGAAGAGTTT TTAATCAOGT AICCCCTATC ATAAAGCGGT 240 

GCTGGATTAT TGGAOZATOC ATCTOGTTCA OTICQGGCGT GCCAAATATA TGGTGCAAGA 300 

AGAAACTATC GTACCAACCC CGTCTGTICT GACCTOTGTC CTCTTAATCG GCATCACTAA 360 

TATG33GTAT CC3TAAAACC TITAAGATGT TACCTCCGGT CICCAGGCOG GTTCTCTAGT 420 

TTACAAGAGT AAATACCACC TK5CCCCTGG GAGOGTTCTr ACTTTACAGT AGGAAAGAAT 480 

CGATACCACT GGTGG333GA TTTOGTATAT TITGAAAGAT GGATGGAATG GAGGGCTCCT 540 

45 TATTGACAGC AAAGCCACTC CGACAGAATA CCCACACCTT GGAnTGGAA COTGCGGATC 600 

GACAGAACAT GGTTACGTAA TCGAATTGTC CIGTCGGGCC GCCCTICCQG TTAATCAAGA 660 

50 AGAACAACCG COGGGCACGC AGGGAACTAT TGAATTCAGT C<7IT3CCAAGC CTAATTTATC 720 



(2) INFORMATION FOR SEQ ID NO: 845 : 
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(i) SB^JENZE CHARACTERISTICS : 

(A) LENGTH: 727 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEDNESS: Single 
<D) TOPOLOGY: linear 

to (H) MOLECULE TYPE: BNA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGTS34RP 

IS 
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(xi) SB3UENCE DESCRIPTION: SEQ ID N0;84S: 

GATCCACATT GGAATATGGG TATGGGACTT GATGGTTGAA CGCTTCGCTT CAACCACTGC 60 

AACATIGGCA AACCGTTTCA -^JTGCTGGAT GATTTICTCC TTCTGGATCG CAGTCAAGAT 120 

GT30CCGAAT OGTTTTTOGT TGTATAGQCC TTGCTCATCC TGTGCTTCAT CCICATCAGA 180 

CGCTAATGGA ACGTCTGGCA CAAICTCGAC G3ZATCGCAG GATOOGATAC TCAAGGTATT 240 

GAGCATGTTC AAGQCATGTT CCCTTGCTAC TTTAAACCCT GCATCAACTT CCTCCTCGTT 300 

TTTCCATAGG CGAGGGACAT CGTTTTGATC GTAACGAAAC TTACTTTCAA AGCGTTCTCT 360 

CAGTATAGAA ACCACATTGT CTTOCTTCAA ATACTGGT33 ATAATATCAT ACAGAATAGT 420 

CCATGCATTT GACCGGATCT TCAGGTATAA AOZATAATTG TCCTCCTCGA TGAGGTCGAG 480 

CT3GAAGTCG TAAGCGGTAC TTTCATCGGT GACATCCCCT AAA7TGGGTA GTTTATACTT 540 

TAGAACTGAA CGGCGGAAAA CATCATCAAA GTGGTCCATA ACAAGTTGCC AGACGTTATC 600 

CTGTGGATGG GAGAGTAAGT GGACAATATC GTCICTAGTA TGTGTGAATT GGTACTTTTT 660 

CGCCCTCAAT ATAATAGCTT TCATCTCCTT ACCACGCTCT CTTTCCGCTA GTTCACTATC 720 

TTCTCCA 727 
(2) INFORMATION FOR SEQ ID NO: 846: 
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(i) SE£UEt-CE CHARACTERISTICS: 

(A) U2XJVH: 682 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY; linear 

MXECULE lYPE: ETA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1534UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID MD:846: 

GATCAOCGTG CACTTGATCA TGGH7IT3TCT CGTOCOXCG TGTOJEA03C G333GW33CT 60 

CXTCCTCTCC TTTCJIT3D33C CUCXXOZOSC Q3CGATCAAA Q\I0333CAC CACGGTCQCC 120 

COCQ333333 CTCCAAGACA CACOCOCACA GCAC<X30QOG CGKXXXXXX: AATGCAQCGC 180 

OCACAOCTAT CCTCQCGCCT CGTACCOGTG GCHXCITCG Q3CG3ATiaZ G^IDSTCAOC 240 

□STCACGTGA CCCGftGATAT GTTOZAAACC AAOXATCGA TCG3ZATA<33 AACOCATTAC 300 

CAOXGAITC GAAAACCCTC ACAACCCQCC ATCTC3nOJr ACGACCACCG CAAOICOCTG 360 

QCACTOGTTG CACAGTO^TA A03TCTT03T TCAAAATEAC TCTOCCAG3S CCC<7IX?FCAA 420 

AACCTGTCAA GIOCAGAOSC ACTGACA<3TC CGTCAAGATG CGACATTACA AlOrXTOGA 480 

^CTCTCCAG TA03ITCTCG CGCODGTOCT AGACAGTCAG <3XO*rx T TT CATCGACAAA 540 

GACXXOCAAG GATC7TCGCAA TTCGTTCOCA CAGICCACTC TBG33TCG3A CCG^AAAAAC 600 

AGCQCTACTC T3CGTTGACT Q333CGAGAC TGGTAODD33 CTO33T33DC TCAATGACGA 660 

CA3ACCAAQG TGATCATGAT AC 6 82 
(2) INFORMATION FOP. SEQ ID NO: 847: 



(i) SEQUENCE CHARACTERISTICS: 
5S (A) LENGTH: 663 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1535RP 



15 (Xi) SEQUENCE DESCRIPTION: SEQ ED NO: 847: 

GATCTTGCTG CTATCCAGAA ATGGGAAGTT CTTAGACAAC G333AATTAA GCCCCT1TIC 60 

20 CAATATTITG AGCGTCGTrT CA22GCTCG3 AAGACGCAGC AGAAGCCCCC CCACTAGTGT 120 

CTCTTCATGT TCGCTCATGA AAGGFGTCTC TATCAAATCT AGCTCCATCA TOGCAGAGTA 180 

2& GTIATEATCT TTCTTCCAAG ACAGACGCAC ATGCCGCAAC TTCGTCAGGA TEACAGTAAA 240 

ATAATOGTAG AACCGCGGAC TCACAGAAGC GACGACCGCT CGAAATGAAG TCGGCCCGTA 300 

50 GAAGATCGTG CGGCCCTGCT 1CTCEATCAC AAGATGGAAC TQCGAAAGTC TGTTCACG33 360 

OGACACCGTG CCCATAACGT GCTTCTGCAT GAACAGCTGC GGEACCATCT CGCTCTTCAT 420 

35 CCGCGCGAGC TCAGTCTCAA GCTCGTCGAT CCGTCGCAGC AGCTCCACAT TQ33CGTCGA 480 

GCICAACAGC TCCCGTGAGT TCACGTCGTG CGTAAACTCA GACAGGTACA CACACTCGGG 540 

40 CA33CCCITC CCAATACATG TAGAGCACTT CGGCCGCGCC TK7ITGCACT TGACGCOXG 600 

CITGCGGCAG AACAOGCACG ACTT3CTGAC CTTCCGCCTG 



45 



50 



55 



GGA 

(2) INFORMATION FOR SEQ ED NO-.848: 

(i) SEQUENCE C>:ARACTERISTICS: 

(A> LENGTH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
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(D) TOPOLOGY: linear 

di) mdlehule TYPE: [NA {genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1535UP 

(xi ) SS^JEUTE DESCRIPTION: SEQ ID NO: 848: 

GATCGOGGiC GTOGACCACT OXCGGAGAT GCGCGCGOCC ATCCTGGTGG TTTCTGCGGA 60 

CCGCAAGGAC ACGCCATCGA CGAGCGGTAT QCAGCAGACG GTGCACACGT Q3GACCTCTT 120 

CAAOGAGCGC GTCGCGACGG T37TOCCGCG GCGGTACGGA GAGATGGCGG CGGCGATCCG 180 

CCC033CGAC TTCGCGACGT TT033CGCCT GACGATGCAG GBCTCGAACT CCTITTCACGC 240 

CACCTGOCTG GACTCATTTC CQ3CGATCTT CTACATGAAC GACACTTCGC 0CO33ATTOT 300 

CAAGCTGTGT CATCTCATCA ACGAGTTCTA CAACGAGftCC ATCCIUOOgT ^CAD3TTTGA 360 

CGCGGGT00G AACGCGGTGC TCTATEAdT GGCGGAGAAC GAAGCQCGGC TCIX3CQ3CTT 420 

CCTCICTGLC CJICTTK3303 CCAACGAOGG CT333AGACC ACGTTCTCGA 033AGCAGCG 480 

CGCCACCTTC GCCGCGCAGT TOGACGAGTG CGTQCGCGGC AAGCTTGCGA CG^CTGGAC 540 

GACGAGTTGC ACAGW3GAGT TG3CCGCCTC ATCTTCACGA AGGTCGG33C AQGGCCCAAG 600 

ACACTAAATC CTCGCTCATC GACCCGAGAC GG3CCTTGCC COGCCTGAC 649 
(2) INFORMATION FOR SEQ ID NO: 84 9: 



(i! SEOUEtCE CHARACTERISTICS: 

(A) LEN3IH: 717 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANTJEXWESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 



55 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1536RP 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 849: 

GATCA1TIGT CCTTGCAGCA CAAACATCCA C^GCTGTCGC ATTTOCAGTT GCAATCCGGA 60 

GCAGCAGCIC CTICGCAQCA TTTQCAAACG CC^GCTCTC OCftC CllTl T CGCATGTTCT 120 

TCTGACATTT TlUlTWriC TAAATCGTGA TTYT&nTCG ATGGTICCGA GACCGCCGCA 180 

GCTGACTATA GGGGGGACCA AGACCCTTTA TATATTTTCG CAACCAGATA CATTAATOCG 240 

ACGCCAAAAC ACTATCAAAA ATAAGGTATA GC C ' llATm ' TATK7H3ACC CATCGGACAT 300 

GCTGTAATCG GA1TATICTA ACTAAGCTAG TATIATGTCG GTATCCTTTT AITAATEACA 360 

ATCACTOCTG AGTTCGGGTA TCGTGCAACT GCACAOGCAG CTCATCAGTG GTTICGTTCC 420 

CGCGCAGATC ACGTCOCTGC GACATGGCGA CTKZATOCAC TGGCGCCCAG CTACGTOTIA 480 

TATGACATTA TGGOCGAGAG GTIAAGOCGT GAGACTOGAA CTAAATIGAG GGATCTCTTG 540 

G3CTCK3CCC GOXAGGTTC GAATCCTGCT GA' lUlUbTlA Tm T HJLTT GOQCGGCCTA 600 

OGGGGGOCTG TATTIXXTIG TTSCTAITTA GATAAACGAG ATACTAAACT ATGGGEAGAA 660 

CT03CGGTAC TTCCCGTAGT AGTAGGCIGT QCCGAAACCG CCGAGGGCGG TGAGCAC 717 
(2) INFORMATION FOR SBQ ID NO: 850: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1536UP 
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(XI) SEQUEt-KE DESCRIPTION: SEQ ID NO: 850: 

5 GATCAGCTCG CTACTGGAGA AACAAGGCTA CTGTCXXTTG CCTIGACGAA GTITACGCGAA 60 

ATCGAAAGCA OZAQCAACAA GCAACATAGC AACACCQCTA AATACATTCT CAAGTCATTG 120 

,0 GAATAAGCTC TAAAACTACC GATACGTATA TTTACTaCGT TAACGTTTAT ATACATATAT 180 

CTACOCGTGC CTATGGGTGT TCTACGTGTA CA1UTAACCA AATAACTCCA CTATAGCTGT 240 

75 ACTACATOGC ATIUCCTTGT AACCAACTTC A 33TICIG3 A CTACCCAATT QCK7TCCCGC 300 

ATCCCAGCCT TG033ICGTG OJJL'IUIUIT GACCICAA3T TAODGAAGAC 02ACTTCTAG 360 

20 TOGCTCTCAT ACTCCTTGAA TTCGCGAATG AOTCGGTTAG AGTCGAACTC AACATACACG 420 

OGCGTATCGA CTATCCTGAA GAOSACAICG TCCACACGCA GCAAGAAACG ACTCAAAATC 480 

25 AGCATACACT CCITCATCAC TCTCACCITA ACATTCAGAA TGCTAATGCC ATTOTCCQCT 540 

AGTTCGTCCT CAAATAAAAT CATGTCGTCG TAGAAAAGAA TGC03TCCGG GCTCGAAAAG 600 

ctiuoocaga cccagctcca cc*tigtcgtc tctgaccatc gccxttoccat ciatocttocc 660 

ctggtagagc gto7k7taog tcx2agtcgta ctggtgggat aigtttaggg 710 

(2) information pte seq id no: 851 : 

(i) sequence characteristics: 

(A) LENGTH: 737 base pairs 
(3) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLCGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1537RP 



55 
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(xi) SEQUENCE EESCRIFTICN: SEQ TD NO: 851: 
5 GATCTCCGTA CTTTAGGATC GCTTTATAGA CG3CACGAAT TTCCCTTTCG CCTATTtWTT 60 

TCAOGTTTGTr GGATTTCGCA CGTTTTTIG3 AGCGTGAA'TC CIL ' mtT TCG CTTAAOCTCT 120 

gagctccatc tccattgacg ctatttttta ixtttattcag AGCAACATTC CTACGAITCA 180 
TUA1TIX32AG TIGITOCTOG ACATACTCTT CATCCTTCCG cnCHTITCT TO3TCTTK3A 240 

,s GrrraxrcftG ciccicrrcc o^aaj^tat catoccattc cacgtcagct ttaiaatcgg 300 

TCACTTCAAA CIGTTTTAGG AATTCt*TCAC CTCOG^GATC AGACICTCCC AAATCKJJKS 360 
TOGTGACGTG ATCTTCCGCA TCATTCAAGA CATCATCCAA GTTCAAATCT TCAAGCTTCT 420 
TITCATtATC AIGCOCTriG AACATATTGC CTOZACCAAA CTIGAGAATC TCAGACAGCT 480 
CTCCTGCACT AOGTITCQGCT TTOCTCTTQC TCGTAIATTT AITCCCATCT GTAACACCTA 540 
ACGAGATCAT AGCATACTCC AAGATCAICT TTTTOCCKX: TCTTTCTAAG ACTTCTTCTT 600 
CAACGGTATT CTTAGACACA AAACCGTAAA CCATAACATC ATTLTlTiGA CCAATICTAT 660 
GCCOSCGAGC CATiULTiUG AGATO33CCT GTOGATTCCA GT0Q3AATCA AATATGATCA 720 
CAOIXSTCT3C CGTCATC 737 
(2) INFORMATION FOR SBQ ID NO:852: 

40 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 
<B) TYPE: nucleic acid 
45 (C) STRANDELKESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA {geranic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1537UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8 52 : 

CATCTAGACC ACCC033CTC GTTACCCGGA T?OGAAGTAA AAGCAGTCGC CN303JVCJT 60 

CIT33CAACGA CGTTTTCTTC TACACACCTC CTCQCACAGG ATCCAGCATC CltXTGCATA 120 

ACGTCAACGC CX33CGTTGTC ATOCJITOXA CGTCOCACTG GCGOCAAQCG CT3CGTGAGA 180 

AACAGCAGCG CTGCALT1CG CTQCTTOCGG GAGGCTCCTG Q3AGTGGTCC GGOGGTTTTG 240 

CCACCGCTCA ACCTAGCGGG GCGTCGCTGT QCOGOGCTCT CCATGCAACT GGGGCGCTCC 300 

CATGATG3CG C033CCTTAC C^33GTOJP5 TTIX333CTOC CTG3CTGTOC CTGGCCACAC 360 

GATGGCCTGC TOGAGGAGCT GAACCTQCTr CCGTGOTGCA AAGGnGTGTG CGACAGCGCA 420 

CCTGCGTGCA AGCTGTGCCT GO3933303T GTCGAU'lULT GCGTOCG033 CTOCAACTGT 480 

gotgacagcg ctttgcaggc acgtgatqst 1071033333 OCCACtACGTG CTCGGTGTGT 540 

CTCAGACAGC TTITCCGCGG GCTOD3Q33C CGCCGTTGCC GCCATAT3AT TGATICCGTC 600 

TCGATTAGTG CATGGTGGTC ACOTTCCAGA TGGCCAGGCT GTACTKTIXjC TTGCCCCGGG 660 

C033CAGGCT CTTTGGCTGT GCCGGTT337T Cl'IGCTlGTC GGGCTG3CGC CGTTCT 716 
(2) INFORMATION FOR SEQ ID NO: 853: 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 733 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
{D> TOPOLOGY: linear 



MOLECULE TYPE: EMA (gencmic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1538RP 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 853 : 
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GATCCCTCTG CTPCPJ&C&C ATAOCTAGAT T1CICATATT TTATACTGAA TACATA1AAT 60 
5 ATATCATITA ACIUTCTTCA TICATCACAC GTOSTCTAAG TICIX3T3CTG CTCAACTTGT 120 

Tmcocrr gtcaqcctct tcooocccxza ctajgttcac cacatgcacg cxh^gcticc 180 
, 0 tcattcctit ceicrcAccc ctatcgttga ttctctoggc aoxxxcaca gitkctcac 240 

TCACTACCAG G^TTKXATA CCAOTTTCGC: TACOCGT33G CCC02ACAO3 TCATGTAACG 300 

l5 CAAATATTTT GATTOXAGC (XCOJTITCA OCCIGTTCAAG CAAGCTGCAC AUb'lTATOQC 360 

ATOfJVKXJYC GAAOGACTGA AGCTOCriOCC TGTATTTCTT GITCCQCAGC AjriCTlCW 420 

?0 CKJCAATOX CACrATCAOC OTCZiACGCAG TCACGAGCGC 03CAACACIG AQCAATATIT 480 

TATCTICCGTC GK7IAAGTGG TCGAAAGTGC CTCOIAQ3X GCTAACACCG TSCTItJKTIC 540 

25 TACCGCCACT CTCGAC033C CCCOCAGC03 CCAT33C03G ACTATCAAAC AGC1CTATCT 600 

G0CTCTQD33 GAACQCATCC TOCAGCA03T GATCG7TCAG GAATBCAACG TOXACTTCA 660 

30 TICQ3CTCTA D3CTTCCATA CTCACGTTGA ACAAAACATT TATO333GTC GKjrACAGCT 720 

KTraCTTCAG AAG 733 

35 (2) INFO^TICtJ FOR SEQ ID MD:854: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEXJJm-. 725 base pairs 
40 (B) TYPE: nucleic acid 

(C) Sn^ANDEENESS : single 

(D) TOPOLOGY; linear 



<vi) ORIGINAL SOURCE: 

(A) CRGAN3SM: PAG1538UP 

SO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 854 : 

55 
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Gfti^-i ilwj AtuflLXiUiA. CACCAmCT ATCCXJTAACG AACTTOIGAA CAACGGCCAG 


60 


1 5 


GCGftCCCT33 ACCAGATO3T TOJTTACATG AAAACTOQCC QCAAGIXXCT CGCTGAOGCC 


120 




GOCTACAAGS GCCCA^riur TIULUKXSAC ACTITCATCG CTGTAATCAA CAACCCK3GT 


180 


10 


CrATGTCACC TATCAGACTA CAT03CTX7IC AACOCCCACC CAITCTPCGA CITCCACACT 


240 




TCTGCTOCTA TG3CCGQCCC TTO3JlTrrc CACCAGAIDC AGAGAGITLIlj GAGCCCCTOC 


300 


15 


AAC3T7TAACA AGAAAGTTGT CATCACCGAG ACmXIQX CTACICAG33 TCAGACTIAC 


360 




G3ZAA03CCA TTCCAICCAA AOCCAACCAG AAGATO3CCT TOGAATCTAT CAAGGCCACT 


420 


20 


TGTQ31GA.TA QCGCTATCCT ATITACrGCT TIU^ACGACT ACTOSAAQCC AGAT333CCT 


480 




TACQGTGTCC AGAACTTKTTC GQGTTATOCTA TAAGTIUCCG TCTOCTTCTr TATCACCTCT 


540 


25 


Liui iTATiT TOCTCGGAAC OCTEACATOC AGAT333333 TG3CGGIGCA T333CCTOCA 


600 




O3CTO0333C: CK33AAGTTT CTACATCGCC CTACTTTAGC TGCCACGGGA CTTTKJAATT 


660 


30 


■ivrriOXAC GTO3TACTGC CTCATAGAGC ACAGTCIQCC 


720 




ACT33 


725 


35 


(2) INFX^MATICri FOR SEC TD NO:855: 
(i) SEQUENCE CHARACTERISTICS: 




40 


<A) LEN3TH: 706 base pairs 




<B) TYPE: nucleic acid 
(C) STFANDEEKESS: single 
<D) TOPOLOGY: linear 




45 


(ii) MOLECULE TYPE: ENA (gencndc) 
(Vi) ORIGINAL SOURCE: 




SO 


(A) ORGANISM: PAG1539RP 




55 


(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 855: 

1112 
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GATCAGACAT QSI UI ' ITIU C OXOCTOGCT CCTTCJTOGGT GGGGTCSCCG CACITCSCTG 60 

COXAGCATC AGTIT1UL?1G 03«3CAGftAA (XCTIAGGAA -reTCACTTTC 1CTTCGGAG3 120 

AAGIGTTATA GCCTAAGGTT ATACIGOCAA OOJXlACIGA Q3ACTO33X TTCX33CCAAG 180 

CAT3CTG3CA TAATQTTTAA ATCCOGCCCG TCTTGAAACA CGGACCAAGG AGICTAACGT 240 

CTATOCGACT GITIGGGTGT AAAACCCGTA CCCGTAATGA AAGTGA?£GT AGGTGAGGGC 300 

»5 CTCTTTAGAG GTTQCATCATC CACCCATCCT CATGTCTTCG GATCGATTTC AGTAAGAGCA 360 

TAOCK7TK3G GACCCGAAAG AT07P3AACT ATQXTGAAT AGCGIUAAGC C2GAGGAAAC 420 

20 TCTOSTCCAG GCTCGTAGCG GITCTGACGT GCAAATOGAT GGICGAASTT G33TATAGGG 480 

QCGAAAGACT AATCGAACCA TCTAGTAGCT C<J1TCCTGCC CAPGTITCCC TCAGGATAGC 540 

25 AGAAGCTCGT ATCACTTTTA TGAAGTAAAG CGAATCATTA GAGGTPOD33 GGTTGAAATG 600 

ACCTT3ACCT ATTCTCAAAC TTTAAATATC TAAGAAGICC TIUITOC7ITA ATIGAACGTG 660 

30 GACATATGAA TGAAGAGCTT TAGIGG3CCA TI'ITIGGTAA GCAGAA 706 
(2) INFCRMATICN FOR SEQ ID NO:856: 



35 
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<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 743 base pairs 
{B) TYPE: nucleic acid 
(C) S1KANDECNESS: single 
{D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (gencxnic) 

(vi) ORIGINAL 90URCE: 

(A) ORGANISM: PAG1539UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID MO: 856: 
GAICACTACG TGACATICGG TACGGAATGG CACTCCAATG CCGACAAACC TCTTCCTAOC 60 



j<r w-trv --cfs 
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COTK^CITA COZCGATGTG GCAACTACXA CACA3CTO03 CCATAOXCC AGCtATCTGG 120 

CACCAAA7T7T ACTOGATATC GTTATTACAT GTCTACGOCC TC3W33TOCAT CCACCATCT3 180 

ATATCATGTC TOCTCTAGGC TAmTATTTC aJTK33333C ATATCTAOCA GAAAGCACCG 240 

TTTOCDGTCC GATCAACTGT AGITAAGCTG CTA^AGCXTT GACCGAOTAG TC^STGGCT 300 

GAOCATACGC GAAACTCAGG TOCTOCAATC TTITrnTTT OCTCCTCCTG CAAGCTO3CC 360 

GCCAACACAG GTO^CCCIAG TATO3CTCAC ATTXAATTCA GATATCTACT TCTGACTGGT 420 

CTO3T33333 ATOXCATCA TKXAAACAG TCJTCCTOGCA TG3GACTTTA AOGACCTO3C 480 

GATAATAATC AGAGATOGTC TACTTATA&A ACATCAGGCA CAAAAAGAAA OnGCAGCGA 540 

AATX3CTCATAT ATAQZTOCTC CAGATCCACC ACCGGTACCT OCTACTTT33C CGEAimQCG 600 

TCITO3TGGC ULTIUUUULT GAGATGCTGT Q33DCCGAAA 1X7TACTCTCA AATO33CTTG 660 

TTCAGTO3DC7 CATACAGCTC AT^AGCTCAG Tt3XCCCGA.T QCTTAGTAGT AGCTO03CC3 720 

CTCTTCAXAC T3CKJK7IUT ATA 743 
(2) DEFORMATION FOR SEQ ID NO: 857: 

(i) SEDUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
ID) TOPOLOGY: linear 

(ii) WDLEEULE TYPE: ZNA (gencmic) 

<Vi) ORIGINAL SOURCE: 

(A) OPGANISM: PAG1540RP 

(xi) SB^JEMTE DESCRIPTION: SEQ ID NO: 857: 

TTGTCAAA7T TCA^CACCTC TAAGCCGOCT CTACATACCG CTCTAGAAAG 60 



55 
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03ccacatac gcttggccct tttcaaaaac acgtcigaga tocactttca ctttgtttag 120 

5 tgt7ix3xct tgagatttat gaatosacaa 03cccatoca aocarg?£tg gcaattgaac 180 

tctcgttact a^mctict catttkx7tc ct03atagcc catocctctt ctcgaactaa 240 

70 a^ctcttcig gtggtattgt o33gctggaa gaattqcact aatgcjiaact tcttaccctt 300 

tgagctcatg tgaacttcct gtaacagctg cticttccgt tciagattgg ccitcacttc 360 

agga.tck7p3 acttctcgat catcctitaa gaaatcgaat aicgtgtchc ccaa7t33tc 420 

tacagtgtca tctgtgtrcta to3tcctaaa cttctctcgc aga ojm ct tgaccatqct 480 

tccttctiq3 gctocicatc ctcatcaao: tcq3333xt tdtagtotit 540 

tttoxtaat gcatcccgat atttctccca ttctqcaacg tcaagatcat catcqdsaac 600 

actttgatag aacataaatg ttocctcatc gatgaagtca atgaccttcc ccagigatcc 660 

gitiaogagt gtatcatcga agitcttaat gtrcataacc tcigcgccga ctttaa 716 
(2) information for seq id no: 858: 
(i) sequence characteristics: 

(A) LENGTH: 643 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS; single 
<D) TOPOLOGY: linear 

40 

(ii) MXECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
45 <A) ORGANISM: PAG1S40UP 

50 !xi) SEQUENCE DESCRIPTION: SEQ ID NO:858: 

GATUICCTGC GCGAAGAQCA OGCCCTGCGC CCATCCQ3CA TAGGGGCCCC ACTTTK7TAT 60 
55 GAACATTTCC CGCACAPOCT CC^GCTCCAT GTICfiiJITTC TTGCGCACAC TOGGA#33TC 120 
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CTTGrTATCQC OCTTTCAGCG CftGCGATCTT CGCTQCOS&T OZATTCAACT TCTWjTCTCT 180 

TTCTT3CGATC CilaTlUftTCT GCACGTCTAC ACG^CATOG TCGTCCMCT GZATCCCCAT 240 

GfiG3CAGAOG CAATCTXGA CCTTCQ3ACC CAOCCC033A ACCTCCATAA AC03CTCACG 300 

GATCTOCTCC CQCGATATCA TGICTAGCCA GGATTCCA33 TTTrTCflGEftT CCCTCAKJIG 360 

TCCOQSTTIA CTTGAATCCA TCCATICIX3C CGZAGOCA1X3 ATATACTF33 OXGATACCC 420 

AAAOOOCAAA TCCCQCAGIG CXTHXTCQCT AO03DCTTCC ATCACETGCT TGCTOGTaQG 480 

GAATGACTftG TAT03AGTAC CGTCGAGCTC CTOZCCTACT CTGAACACAG 540 

TGCATCOCSC ATCTTOJTCA TO03DCCGAT ATTTTITGTTG CT^A3CAAA TAAACGAOCA 600 

CfiGIOICKX: CA333TTOCT TC9CTO33CA CG& 643 

(2) INFORMATICS FOR SEQ ID NO: 859: 

(i) SBDUEWIE CHARACTERISTICS: 

(A) LEM7IH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS : single 

(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1541RP 



45 (>ti) SEC*JENCE DESCRIPTION: SEQ TO NO : 859 : 

GATCGftACAA CCATACTTTA GGCCCACACG AOCTTCCCC TCGGGGATAT CCTCCCGCCC 60 

50 CTCTACAAGA TTOGATTCAA TCATCACCCC ACAAATGGCA TTCTCACCTT TACICAGCTG 120 

CTCATAGATA TCTTGGGCGA CTTTCGGCTG (JITOCOGTAA TOCTTGTTGG AATITOCATG 180 

55 OGAOC^TTCA ATCATAATCC TCCOCTGGAC CCCAGCGCTG TCAftCTMCT TCOCATTGftC 240 
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CAAGTCCTGC TTAGCCTGTT GTACACT33C AGCGTCATAG TTKJTGCCAT CTTTACCACC 300 

OCGTAGAATG ATGAAGGTGT OGTCGTTACC TTCMJTOCCA ACAATCQCAG TOCTX«33 3 60 

eTTGGTAACC GAAAGAAAGT AATGAGAGTG AGCAGCGGCA CQCATAGCGT CAATAQCAAC 420 

CTUIAAGCAG CCATCKJTCC CGTKTTCAA TOCGATC033 AACGATAGTC CAGAAGCCAG 480 

CTCACGGTGC AQCTGCGATT CTGTCGTCCG G303CCAATG QDXXXAA03 AGAAGCAGTC 540 

GCTTAAGAAC TGCGOCGATA TGGTGTCTAG CATTTCGOOC QCAATIGGAA TG1GCTCCAC 600 

CAGCTOC33IG TACATCTCCC GCGAGATACG CAATOCCTTG Tl'lATi'lUiA ACGAATTATC 660 

GATCTCX333G TCGITGATGA GCCCCTTCCA CCOCACCGTC GTCCGCQSTT TTCCAGATAC 720 

(2) INFORMATION FOR SEQ ID NO: 860: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

35 (ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1541UP 

40 



20 



25 



30 



45 



50 



55 



{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 860: 

GATCAGCTGA TGAAGAITGT ACGTCATCAC TXTATTTAA CACAAACATA ACATAATTCA 60 

TCCGCGATAG TTTAATQ3TT AGAATTCGCG CITGTCGCGC G0G3GATOGG G3TTCAATTC 120 

OOCGT03CG3 AGCTTTTTGT GACATTTATT GAAACQGTTG TOGTEATAAC CGTICGGATG 180 

GAAT0TO3CA GGACCCTGTA ACGO03ACGT ATCCT3CAAC TTOGACGIGT TGTCGCGTCT 240 
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AOTCCAGOSC TIu^TTCC AGAAATTOGC TITCCOOGAG CCCGAGTTTT TGTCACCCAA 


300 


5 


TATTTGAGCT GCT3ATCATC AAGCTCTAGT CGCACACAGG (3330CCGAGT ATOCATTGftC 


360 




AAAGGKiii. U2AACATCCG ATCXiXXDGT CCCTTTATAT ATAAATATAC ACTAATCACA 


420 


70 


CATODGAATA OCD3ACIX3X GTGGATA033 GAOTTTTCftG OCCTCATACC CCTCAATACA 


480 




GATAACAAAA TIGGAATATA GGAGAAGAAA TX7TIGGAGAG QCTAAAACIT AGGTICCGGC 


540 


T5 


GAT3CAGAAG ACTCAGA3X AACESTITEAG CAGACGTKT AISCCCGAAT CCX3WDCHTCA 


600 




ATIODGCAAT CATTTCCAGA ATCGACACAA TT3*03GTGTC AAlGTOOGGT COCTATCGTC 


660 


20 


CTTGAGAAGT GGATATOGAG TCGATGTTCZC AATCTK3GCGG O^GACCGAG CATGCGGOGA 


720 




IGAGGAAGAT GA 


732 


25 


(2) iENFORMATION FOR SEQ ZD NO: 861: 

(i) SEJCUEMGE CHARACI^RISTICS: 

(A) LENGTH: 614 base pairs 




30 


(B) TYPE: nucleic acid 

(C) STKANDECNESS: single 

(D) TOPOLOGY: linear 




35 


(ii) MOLECULE TYPE: ENA (gencroic) 
(vi) ORIGINAL SOURCE: 




40 


(A) ORGANISM: PAG1542RP 




45 


(xi) SEQUENCE DESCRIPITON: SEC ID NO: 861: 






GATCATTTTGG AGGAACTCGG OGAGOGTCTC GGAGOOGGCG TAGTO3GCEA CTGTGGCGGC 


60 


SO 


GCOGGCAGOC GACTGCTCGG GGTATTCGGG CGCC0333CA GCGGOGTGTG AGCCGATOGT 


120 




OCClOjJjjj TOGCGOGCGG CGAAGGCGTO TGCG0GGCO3 CGACG3GCGC AQ3GCGAGCC 


180 


55 


OCOGTGGGAG AGOGCGAGCA CAAGGCAGTC GAQX3GCGAGG AGCATCAGGG TOGTGOOGAT 

1118 


240 
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GGT3333XG TTG^OOXGT CCTGGACGAC G33CTCGCQC AG7IQ33333 GCTGGAAGAC 300 

5 GGTGATCACG TGATQCGCGC OQCG33CCAG CGTCCAQ3CG Q3ATCGCC03 T3A033CGAT 360 

GAC0333CTG GCG33TO03A AG03CGCGCT G33CAGGTAG GCGXGAAGT O^AGAGCTC 420 

'0 GICAGTCTCG CCGGAGTGGG AC<^GAOCAG CAGG3CGTCG CCGTCGGCGA CGATGCCGAT 480 

GTCGCCGTGC ATG3CCTCCG TG33GT33AA GACCOCGGCG ACGAGT03CA 540 

15 CX7IGXGACA GTCTTGCCGA TGATCCCGAA GGACTTGCCG CAGGCGACGA ACACGAGCTT 600 

GCCOCCGTCC GCGA 614 
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(2) INTCRMATTCN FDR SEQ ID NO:862: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMTTH: 654 base pairs 

(B) TYPE: nucleic acid 

<C) STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1542UP 



(xi> SEQUENCE DESCRIPTION: SEQ ID N3:862: 

GATCATTTAC CTACGCATCG CCCTGCCGCG CATTGCCGCA GACGGATCOZ TGCGAGACGG 60 

45 CTACCTOGAA CACTACTAOG AGAACGCGTA CGCCGCCGCC CTTCT33ACG QCTGCCGTGT 120 

C<3«3CGCCTG ATAGGACTCC ACGCGCTGCC QCTGTAG3GA GTCATGCCGC TGTGCCGGAC 180 

50 CCGAGCGGTT T3XGTCTCG OGA33CTCCG 03TTCGCACC GCTGGAAAAA GGAGGGCCAC 240 

GCT3GTATAT AAACGGCACA CGAGCCATCC GGCGTCAOGA ATAGCGTGAG TCGACAAGAT 300 

55 QQ7TQIGGAA C^CGGTCCTA AGGACCTICA GAAGAAGCCT GTGAGCTTTT CCAACATT3C 360 
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cctgggaocg gogttcaasa tgtgogaogt caogacgctt qc3xaaddc3c ttgaggtcac 


420 




5 


CAAAACGACC ATQ3CCGCAA ACOGOCAGTT aXJCTTTTCG O^AGCGGIGC 030*37X710 
GTCOoJIU^ (jjjJiuriULi u,'i l rj.T«.LA UL^CTGATT C33TO33CTT GCATTGAGGC 


480 
540 




I 70 


GICCAOCAAG 033333JPX- , lUL , lUmur TIUTQCCGAA Q^CGAGTACC A3TTKX33CG 
W-'1'^-It_-iu AOCAACTTCG GIOZAG3CAT CCIOQ30GGG TCTCT33CQG CGTA 


600 
654 




15 


(2) rNTCRMATICN FOR SB3 ID NO: 863: 

ti) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 714 fcase pairs 






20 


<B) TYPE: nucleic acid 

(C) STRANDEXMESS : sijigle 

(D) TOPOLOGY: lixiear 






25 


(ii) !^3LDCUL£: TYPE: LNA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1543RP 






30 


(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 863: 






35 


GAi^vn^Li <33A<7ICICTC CACCGCTCGA CGAO30CATT GAGCTCTTAC GAACTGCACA 


60 




40 


AAOCTACTCG AACTCTGTIT CCAGACTTCT TnTICTTIGT CTTCIAACTGC TTTCGCATGA 
ASTBOXua. ILTilACCCUC CT133TGTTTG TCTATATACC OGGTIGTATT 


120 
180 




45 


1TTGATAAAA AACTCAGCTC TTOOTCIRCG GCAGAAATAT ATATCCAOTU CTTAGCGCCA 
TOCGfcAAAOC T3CCTTTT1A CAAJL'IUITIU TTXCAtJKTTT AOCACTG3CA GAAAAAAGAT 


240 

300 




SO 


GTATGOCGTA TAGOCOCTGG C0CO3CO3AA AAAAAAAAAA AATAGAAAAA TAGAAAAATA 
AAAAGACGTG GGCO30OCCG 0333CAGACG AAGAAAAAAT A03C0CCCAC CCCTCCAAGC 


360 
420 




55 


AGACGACA03 CGAGACATAA TAAAATCCCA CaCCAAOOGA AGAAAGTCTT GTOCAOGCTC 


480 






1120 
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attttgccat 00330tigca aacccagtag tggcaigtca 540 

aagcattcx7t cogacgctcc gctqocttgc agtcgacatc ctctigctaa occcagccag 600 

acttoccata ctttocactt cacatagcat atcacttttc: agatcactac gigacatigg 660 

gtac33aatg gcacigcaat gcx33acaaac cictpocttc ccotk^ctt accc 714 
(2) information for seq id no: 864 : 

(i) SEQUENCE OlAPACTERISTICS: 
(A) LENGTH: 680 base pairs 
{BJ TYPE: nucleic acid 
{C} STRANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1543UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:864: 

GATCCGTAAC TTCGGGATAA GGATTGGCTC TAAGGATCGG GTAGTGAGGG aTTTGGTCAG 60 

ACG033IAAG TGTGCTTGTG GTCTGTCCTC GGGGGCTTGC TCCTGGGGAC GGACTGCTTG 120 

OGTOCTCIGT CGTAGACGGC CTTGGTAAAC CATCTCTGGT OGTCGCTTGC TACAATTAAC 180 

GATCAACTTA GAACT33TAC GGACAAGGGG AATCTCACTG TCTAATTAAA ACATAOZATT 240 

GCJ3ATQ3TCA GAAAGTGATG TTGACGCAAT GTGAlTTCTG OCCAGTGCTC TGAATGTCAA 300 

AGIGAAGAAA TICAACCAAG OXGGGTAAA CGOCGGGAGT AACTATGACT CTCTTAAGGT 360 

AGCCAAATGC CTOGTCATCT AATTAGTGAC GCQCATGAAT GGATTAACGA GATTCCCACT 420 

GTCCCTATCT ACTATCTAGC GAAWZCACAG CCAAQ3GAAC GGGCTTGGCA GAATCAGCGG 480 

5£ GGAAAGAAGA CCCTGTIGAG CTTCACICTA GTTTGACATT GTGAAGAGAC ATAGAAGGTC 540 
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TAGAATAAGT Q3SAACTI03 Q33CCAGTGA AAlTtCACTA CCTTTAIAGI 
ATTXZAATTAA GCCCWXTCG AATTCATITT CCACCTIXZTA OCATTTAAAG TOCTATACCG 660 
COZTCATCCG GOTTGAAGAC 
(2) INFORMATION FOR SEQ ID NO:865: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 686 base pairs 
»5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

20 (ii) MDLECUI£ TYFE: DMA (geTKroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1544RP 

25 



680 



<3CL) SEQUENCE DESCRIPTION: SEQ ID NO: 865: 

CATCTCAACA AGATCAATAG GCATATCCTG OT33CTAQ33 ACACCACTGA AITTTATOAC 60 

CAGAAG3CCG AAGACTTCGA CCGCAGIGTG AGAATGGAAG AAATG3DCAT TCCCATGOCC 120 

AAACCGCGCA AGTGCCTGAT GAAGCACTOC GN333CGATG TGCTAGAAGT TGCATCTGGT 180 

ACTOGTAGGA ATATAGATTA CCTAGACTTG AGCAAAATOG ACACAATCAC CTTK7H33AT 240 

GCGTCTAAGA ATATCATGAA GATCGCCAAT AAGAAGTICA GAGAAAAATA CCCACACITC 300 

AAACAAGCTG CATIOGrAGT TGGAAAAGCA GAAGATTTAG T03ACCTGGC CACTGCGCAT 360 

TCOCCTCAGC AACAGAATCT G3AA.TTOGTC AACTCTCCTG AGCAGGTGAT OOCGSAGTCC 420 

50 AAGCOCAAG3 TTAAATACGA TACCATCATO CAACOCTTCG GTCTGTOCTC TCACCATCAT 480 

CCTT7TACG03 CATIGAAAAA CTTTGCGAAA TTOCTAAAGC CTG3CGGAAG AATAGTTCTG 540 

ss CITGAOCATG GCAGAG33AC CTATGACGTT GTCAACAAGA TIOTAGACAA CAGAGCCGAG 600 
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CAOCGTCTCG ACACCTOGGG CTOCAGATOG AACTTQGAIA TTO3CGAAAT TCTAGArnSAC 660 
TCTGATCTAG AATOGTCACC GAAAAA 666 
(2) INFCKMATICN FOR SEQ ID NO: 866: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 683 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA <gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S44UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 866: 

GATCAAATTC CAATCTCCGT CA3CGrPCA03 CPGCOQCGTT ATCIGTTGAA CieTTCGCTG 60 

CTICICTTCT CTTCGCTGAA CCCGCAAGAA AATTCCACCT CACOCCGAAC CAGAGGCGAA 120 

AAACTGAAAA TGAAATAAGG 0CO333CTTC CGAQ3ACX7TT QCGGQCTCGT GCAQCTCIAC 180 

TTOCAAracC CGCAATAGGA CTACCAGACC TTATTAGACA CTCSTAATATG H333CAQCAG 240 

TAGCTOCAGT CTACAAACTT TTATAGCOCA GCCX333CGTA TTACIUTTrT CTGCTOCG3C 300 

OTCCOCGATA AGITGTGACT C2CAGTOCCG CCGACGGAAC GIOCGACOGA GTO333CGAA 360 

TAATGftGIAA TXJITCTATGT ASTO3TTOCT M90333CTCA AGGCEA3CCT CK3333TTAQC 420 

TG^AAKTIXZA CCCAGAACAT GtGCTTOGTA CCTO3CACTT TCOGCACGAG GICT,AACGAC 480 

AC3COCAGTCA TC3CCACCAT CTCTCOOCTG GTOIOCATTA TCTCGftGZAC AOMCGGTST 540 

ATQ333XGT QCACiJTL'KX: TOQCQCGGGC T0333CTCOT CQ3337KJTA TTICTCGAAA 600 

CAGTGACAGT QCATGTAOGG CAOCACCAAW TOCTGGGTOG OZAOCQ3CCT OCTCCGAGAT 660 
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- 




CCGTGGCGCG AGTACAGCOC GGC 


683 


1 5 


(2) INFORMATION FOR SEQ ID NO: 867: 




10 


(i! SEQUENCE CHARACTFillSTICS : 

(A) LENGTH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEQJESS : single 
iD) TOPOLOGY: linear 




IS 


(ii) MOLECULE TYPE: £NA (genemic) 




20 


{vi) ORIGINAL SOURCE: 

(A) ORGANISM: RPG1545RP 




25 


(xi) SEQUENCE DESCRIPTION: SEQ ID MD;867 : 
GATCATTAAT CAO0CATO3C ATACCCGGGC AAGATGACCA TTP£X7KX7TG CTTTO3ACAC 


60 


30 


AAACAAO30A CTAT03GTAT AGAACTTGAT GATAGAAGGT 1GAGOCATTT AAAAAAGTGG 
OTT^TO: GOCTM33ACA GAC^^CC T^AOXCT 1GK3AAOGAC 


120 
180 


35 


TATGTACTAC AOGTACTACT A3AGIGCGAC ATCCCAGCTG TGAAGGGCCG AA?GAAOGAG 
•iiv_-lv*Oi*X: AGATGAGCCA GTAGCTGOCA QjTATGGTGA AGGACCACAG CTGTCTftGAT 


240 
300 


40 


UAfriurnT ATCAGCTAGT GGACTEAGGC GAGCCTCCCG CQ333AATAG TTG0333CGA 
CAGCTGCGIG UtiWiAMr CUL^GCC^AC CO30TTGGCT OOGAASCCTT GCGTGCGGAG 


360 
420 


45 


iUUU_U_VIT TItiiAL*_ii;i' CAOCAG332G AGGATTGATT ACGTGCATCG TGAGGCATTC 
TTGGAGTATG CGGATGOOX: CAGCGTCGTC CGATGTTGTT GGGTOG33AA GGCTTTCITG 


480 
540 


SO 


QOGMLXjjJi- 'LMXJl'LiJPQJT GCA3CCCTGC TCGOGAGGCG IGGGAATCAC TAAGCGGIGT 
CGACGTC1UJ CUXXI5GATC ACGAAACAAC TGTOCCCGAG CATGGATCAT CTG03GTGCC 


600 
660 


55 


TCCGCGAACT GGTGTrGTCT TG3ATCGTCG ACXJTOCGCCT O330CTGTCA TCTT 


714 
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(2) INFORMATION PGR SEQ ID NO: 868: 

s (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 576 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
w (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA {genomic) 

, 5 (vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1545UP 



20 
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(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 868: 

GATCATCTTG CACOGACCGC WOCACGTGGC GTAGAAGTCC ACGACCAOGA GCTTCTCGGA 60 

GCCCAO300G GACTCAAATT CAGAAAGGGA CTTGATTTOG GACACCATTG CCTTCTGTGT 120 

GGCTGACTGT ACCTTGTGTA TACGCAGIAC CCAGGAAQCC GGGGGGAGCC CCGCLTI'ITA 180 

TACtXOOCCG CCTGCGGTCA CGTGTCACCA CGTOCQ333T CTCCCCTCTA TTTCCGCTCA 240 

GGAGATAAGG ATGACAAACG CGTCCTCGCG CGGTCCGCAT TGACGTCTTC GACAGCAATG 300 

GAACCTCTGC TAIAAGCGGT GTCTO33CGC CGAGCCTTCT CAATCGTCCG TCTCTCTGTT 360 

CGCTTTGTCT ACGOCAGG03 CG3GTITGTT TACGTTTCGG ACG333TTGG ATCTCCAACG 420 

CACGGTOGAA TAACGAACAT GAAAGCCAGT TGTACAGTAG CTACAOXCA GCAGACGAAG 480 

CAOCAGCAGG CAGTTGAGAG CGZGTACGAG AAGTICCGTT ATAGAGCACA CTOGAGAOZA 540 

TAGAGGTCAT CCGCTAGGCG GTACTTCAGG TCAGGC 576 
(2) INFORMATION FCR SEQ ID NQ:869: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 741 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
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(D) TOPOLOGY, linear 

(ii) WDLBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG154SRP 

(xa) SEQUENCE DESCRIPTION: SEQ ID NO: 869: 

GATCTTGCTG CTATCCAGAA ATGGGAAGTT CTTAGACAAC GGGGAATTAA GCCCCTTTTC 60 

CAATATTTTG AGCGTCGTrT CATAOCTCGG AAGACGCAGC AGAAGCCCCC CCAGT7GTGT 120 

CTGTTCATGT TCTTTCATGA AAGGTGTCTC TAICAAATOT AGCTCCATCA TCGCASAGTA 180 

GTTATTATCT TTCTICCAAG ACArfCArfCQCAC ATGCOGCAAC TTOGTCAOGA TTACAGTAAA 240 

ATAAT3GTAG AACCQOGGAC TCACAGAAGC GAOGACCQCT CGAAATGAX3 TCGGCCCCTA 300 

AAAGATCGTG COGCCCTGCT TCTCTAICAC AAGATGGAAC TGCGAAAGTC TGTTCAOT33 360 

GGACACCGTG CCCATAACGT CCTTCTTOCAT GAACAGCTGC GGTACCATCT CGCTCTTCAT 420 

COCOXGAGC TeAGTCTCAA GCTCGTCGAT CCGTO3CAGC AGCTGCACAT TGGGCGTCGA 480 

GCTCAACftGC TCCCGTG^GT TGACGTCGTG CGTAAACTCA GACAGGTACA CACACTCGGG 540 

CAGGCCCTIC CCAATACATC TAGAGCACTT GGGCCGCGCC TTGTT3CACT TCADGGGCCG 600 

CTTGCGOCAG AACACGCACG ACTTOCTCAC CITOCOCCTC GTTTTCACAA TCTIGCCATC 660 

GGACTCTGCC ATCCCGCCAG CTICAAGCAA AATGAGTAGG TCATATTATT TACCTGCTGG 720 

TAATCTTGAA TAATGCTCAC T 741 
(2) INFORMATION FOR SEQ ID NO: 870: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 707 base pairs 
(B> TYPE: nucleic acid 
55 (C) STRANDEDNESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1546UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 870: 

GATCGCGGAC TO3AACACTG GCCQGAGATG O303333CCA HJU'lUilUUi' TTCT3033AC 60 

C3CAAGGACA COCCAICGAC GACCaSTATG C^GCAGACGG T3CACACGTC Q3ACCTCTTC 120 

AAQGAGCGCG TOGCGACQGT GGTIGCCGCGG CGGTACGGAG AGATG3333C Q3CGATCCGC 180 

GCOCOZGACT TCGOGACGTT TGCGCOOCTG ACGATGCAGG ACTCGAACTC GTITCACGCC 240 

ACCTGCCTGG ACTGATTTCC GOCGATCTTC TACAIGAACG ACACTICGCG CCGGATTGTC 300 

AAQCTGTGTC ATCTGATCAA CGAGTICTAC AACGAGACCA TCGTGGCGTA C^CGTTTCAC 360 

Oa330ICCGA ACG03G7TGCT CTATTACTTG GCGGAGAACG AGXX3CGGCT CTOCGGCTTC 420 

CTCTCIGCCG TCITTGGCGC CAACGAOGGC TG3GAGACCA CGITCTCGAC GGAQCAQCGC 480 

CCCACCTTCG CCGCGCAGTT CGACGAGTGC GTGOGCGGCA ACCITX3CGAC GGACCK3GAC 540 

GACGAGTIOC ACAGAAGAGT TOCCCGCCTC ATCITCACGA AGGTCGGGCC AGGGCCCCAA €00 

GACACTAAAT CCTCGCTXIAT CGACCCGAGA CQ33CCTO0C CGCIGACGCT ATTCTCCTGC 660 

TATTTKTraC TCTGI&TACC CTCCCA3ACC GCGCTAIATA TATAGAA 707 
(2) INFORMATION FOR SEQ JD NO: 871: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



55 
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Ui) MDLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S47RP 



(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 871: 

GATCCTCCGC CTACACCAGA ATATTTCTQG CCAATEAGIT GTICACCAIC GCOCCGAACG 60 

TTCGIGAAGC CACGCOOATA CGCTOCCATC CCGAGT3CAA T lTrilTl QG CCTGACCTTA 120 

AATIGTTCGG TCATCATGAG TATO3CATCA TGTGCATTCA ACICATCAAA GTIGTCAATA 180 

CCCATATCTT CATACCGACG CTTATCTAGG TXGATTTGT ACOOCGAATT CCTAOCAT1G 240 

TACAAGITOT TAT33TAGCC TGTTCGCTCT GACCATGCAC CGTGGTAGTC GTATCTCATC 300 

ATATICCACA TOCTCAGATA CTTGTTCATC TCCTCAAOCG GGAAAA1GCC AAGTCICTCA 360 

GGAAA03CCG GTOCTGCCAT COTTAAGTGG AAGCGCGGTT CTGTAGTCCC GCCGGGQCCC 420 

CAGATAITXjr CTICCAATIC GTCCMLTIU TGTCGCAAGC OCXTEACACAT TTCTAGATAC 480 

ATCTX33GCTT O3TAQ0CAIC ATCCTTAO30 AACTCCCAGT CAAG*TCTAT CCCATCGAAG 540 

cccTEACTCAA acattgcgic gatcgccgag tcgatcaagt TGTTAAACIT CTCCTOGTCA 600 

CGCACAATIT TATGGAACGG OTX03ATIG GAACAOOCOC CAAO330CAT CATGAGCTIG 660 

AAATCGGTCC CTGOCCGCGT CTIGAOGTAA TEAAQ LT JULj CCTATIGCCC 710 
(2) INFORMATION FOR SEQ ID NO: 872: 



(i) SEQUH-JCE CHARACTERISTICS: 

(A) LEMTTH: 608 base pairs 

(B) TYPE: nucleic acid 

so <C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 



[ii} MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1547UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 872: 

GATCTCT3^3 O^ITCCAAOS CAAGCCCGCC GGAGCTTOCC CAAATKJKJT CACOCGCTCT 60 

CGAGTAGATG GIGGCCTTGT CGACCTTCCC GGTTOCTAAC AAGTIUTCAG TGTftGGCTAA 120 

AGCTCTAGTT AGTAOCCACG AACGGOCCAC GAGCAGAACA CGTAAAAACA CATACCTTCC 180 

CAAGftCATCA TGCGTTCCGG ATGAAATCTG AGTTAGTGCT AACACTCGCA GATXICTCG 240 

IGAGTGGAAT CTACGTATCA ATAGEATIGA TTTGTCAATA AATATACCTT GGCTTITTGT 300 

AATCl'l'l'i'iA TATAAGGGGT TCCGATCTOC TCACATCATA QCACACGAAT TAAGTATOCG 360 

GGTAACGAAC IGCCCGGGTA ATGCGGGGCA CAGGGCAAGT GCCGGGTAAC GGCATCCACA 420 

TACCGCAGAG ATGCACTGGC GGCTACATAC TOTACACAGG CTCGCAGCTA CTCGTCGTCT 480 

GAGTCGAGAA CAGCCACCTT GCGACOCTIG AGAGCGACCT CTTCAICIGC GCGCGGGGCC 540 

GGCGGGGCAG CAGCGTACTT GGCTOCGCCC TCGCGTFK2A GCTOCTOCAG AO3CGCGG0E 600 

TTEAGGTC 608 
(2) INFORMATION FOR SEQ ID NO: 873: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLOGY; linear 

(ii) hfXECTJLE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1548RP 
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(Xi) SE£UETCE DESCRIPTION: SEQ TO NO: 873: 

GATCATCATT GCIX03GTTAG CGATTXXXXJG CAATTTTACA (JJ l UJrHJAT CQCTAOSOX 60 

TAAG333ACC Q03GCTAGTT TCCIGTCCTA C033TCXX3TC G ' lVJITlUJIT TTOCATO333 120 

ATCJ3ACAACA TATCCTOCAC ACTACACTGT CEfiCAIOCX^ AAAAATXTA ACAAATACCG 180 

CATCTTTTTC TTCA7GATTG CQ33TC7TTQC GACCCCGTTC CTGTTCIACGT TCft T I Cn QG 240 

AOCTOCTODC G33O30TGTG T3ZACACAAA TO0TACGT33 G333AATATT ACAAAAAACA 300 

TTOCGI03GA GGTCTCTOCT TTCCTATACT GCCTGAAAAC G0TCTG33CG GCTITRXXJZA 360 

GTICTOTQr CTK?TACia3 CCATGTCCAC AGTTOCAAAC AATATTCCAA ACATGTATTC: 420 

CATOXTTTC AGCACCCAQ3 CQCHGTGGAG TCGITIOQCG CGTGTOCCAC GAGTOTTCTC 480 

GACOTTOGTC 032AACGCAT GCAOCTTOGT CATK33AATC GTTt30GTACT ACAACTTTCA 540 

GflOmCftTC ACCAGCTTTA TOGftTTCAAT T337TACTAC CTOTCCATAT ACATCGTAAT 600 

ATGTCTCACT GAOCACTTO3 TCTIOCtXAA (333TITCa3T OTITACACGT CAQDZACTOG 660 

GAACXTItXOG ATCTTOCTCC AOTGGTIAC (37IT33ITGCG CTCXX3C 7C6 
(2) INFORMATION TOR SEQ ID NO:874: 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 590 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY; linear 



(ii) MOLECULE TYPE: DNA (gencmic) 



(vi) ORIGINAL SOURCE: 
SO < A ) ORGANISM: PAG1548UP 



55 (xi) SEQUENCE DESCRIPnCK: SEQ ID NO: 874: 
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C^TCGACAGA TI7CAGTTAC AAGCGAGAGT T0332CTA3T TMCWOG AAOCTATACC 60 

5 ACATTTGAAG CrcGfiGTITr GCCACGCCAA GACCGATTTG CGGATTAAGT ATCTTGAAGT 120 

TTCCACTCAG ACICAAGAAC TACTATEACG ATACTATAAC AAAGACCATC P£TPO0?£PG 180 

'0 CCGACCACAA GCAGCCCATT TCGTIGAAGG TTAACG3332 TCTATTCGAC GTCGAD33GA 240 

CCATCATCAT CTCGCAGXC GCQCTAG033 CCTTCIGGAG GSAGTTTQQC AAGGACA^OT 300 

15 CGTACTTCGA TCO30AGCAT GICATCAGTG CCACCCACQG CTGGAGAACC TAOSsCGCCA 360 

TOXTACCTT OXIXr»GAC TATCTGAGTC AGC^CTACGT GAOGAGACTG GAQQ3CGAAA 420 

20 TOSCAGaCAA CTAQ3XAAG TTCTO33TO3 AGGTTCCCGG G3CIGTTACX5 C7CTQCAATT 480 

GCCTIGAACR AACTTCCGAA GCAAAATT33 QQCXTTFOTIA CTTCO3G00C CTTCCAGATG 540 

25 GCAOCAAGTG GTT0CMJGIC CKX3330CA AGCI7ICCTAG CACCTTCATT 590 

(2) INP0RMATIOJ FOR SEQ ID NO : 875 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 736 base pairs 
(8) TYPE: nucleic acid 
(C) STRANDEENESS: single 
35 <D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: I*3A (genonic) 

40 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1549RP 

45 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 875: 
50 GATCTGCTTG GTCIGACCAC CCAAACCCGA CIQ7TTACQ3 TCATATCTTC TCITADCCTG 60 

AGCAAACAAG GAAGCCTTAC CGXCTTCTA CTCJ33TCAOC T7GTGCTG3G '1UIU.TKJ3S 120 
ss GCAOCOCTTG CCCTTCCAGT AAGTCTTTCT OJICTl'lQGA ACGTTAACTG CACACOTEAG 180 
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CTTO33GAGT CCCTTTTOGA TCTOCAGCOG CQCCGTCACA A33CXXTOCT 
G]3>GCGAGCC GTO3CCOCCT CX3C33CXXTC CT03CTTOX CKXX7TCATA TIGAACATAC 300 
OCATIOCGAG AAGTAGCTIC TGTGATGCTC TGIGCTTACT ATCAAOCAGG ATGACACCCG 360 
aXTTGAATC CTGAAAT3TA CCATOITITT OXTICGCGA CCTCCOXCG C033C0333C 
CCGGAAGGTC CAGTOCTODC CG3CCK3CGT COCCCCAGTr CftOXG03CC 
,5 ACCACGCAGC ACX3CATGT3C AGTA'l U lt.'l U GGT3ITGAAT AAATAGATCTT 

ATGGGTICIAG TCACATGTTT GICACAGGCA CTOCTCCQCG GCTAAOGCCT CGAGATTGGC 
20 CAATGCGTGT COCGOCATAG C03ATGGCAG OCAUXCTPG AOTTTOXX: COOCTTAGAG 

CC °^ TrAT CSCTOCAAOC GICTCIACCQG CT GCTrrTA A <XTO5TOIgr 720 

25 Q33CCTXGC TACGTT 

(2) INFORMATION FDR SEQ ID ND : 876 : 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 
35 <D) TOEOLCGY: linear 

(ii) MOLECULE TYPE: DNA (goxnic) 

40 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1549UP 



420 
480 
540 
600 
660 



736 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 876: 

CATCCATGTA TAATCACCCC ACAGCACCTT TTOCAGGITC TCG03CTTX53 CCCCCAQCFT 60 

CTOCTCGTAG AACTTC3CAA ACAGACKSC GITGAAOCCC CACCCATCTO CAOCAGAGGC 120 

AAAAATCACA TTGITCCQ33 A0333TCGAA GIATATGTCC GCATCATCCC GCTCCACATA 180 



SOOCH> <EP Oflfi6129A2 I ■> 
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CTQ33CCTO3 GOGTOCTOCT CCMJTTTCTC TCTCCACGaG AGGTCATOCA GCAGCXXjCTC 240 

CCC33CAAAG AAQ3ACCCCA GTMZ^CAGTT GACCTGTTCA ATOJIUTTCG ATftGATOZAC 300 

GTAGGCCTCC TGTO3CGTCA GCTOGSGCTC CGTCAKMr CGATCGATCT 'TCTTCW3CAC 360 

CAGGATKT7T CTCAGCTTCT CTGCCGCAGC A2CGTAATCG TCTGOGAACA 420 

CACACCCTCG ACOCGICCA (XA0C/O^\T GXCTCATTA CATH3CCGOG SO0CO333CT 480 

,5 AACCTO3CTG GAGAAGTCTA T3TGGCC033 AGAGTCGATC AGJITCATTA AATCTTCGTT 540 

GACC&XGQC TO3CTOCTCC aTIXXTUTTT GTGAAGCACT CCGAAGTTAC AGAGAAATCG 600 

20 CACTOGMTC CRICGTCA3G (XTOGCAGCT O^TCATCTGG OT333AGTCT MGAA3COCA 660 

CTTTCCCG3Z TAAC03CT3T OjTT03A.TQC G*G3AGG 707 

25 (2) INFORMATION FCR SEQ ID ND:877: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 706 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) topology: linear 

35 (ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1550RP 

40 



45 



50 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID N0:877: 

GATCGM7TAC ACAAAGTACA TOGATGCIQC CAATAACTAT AGTCTGAAAT CAATOCGTTC 60 

CTTAOCGAAT GCAGATGAGT T03CGCAGCT GGCATCATTT AACTCCATCA GCCATTATTT 120 

ATT03CTGAA TCGCCATCTG TCCAGACACT AZAATITTTA T1AAGCTCAT CTAAATTGTA 180 

CCCAAAATTA ACGAB3GW3A ATCAAGAATC TGCAATTATC GAAACACTOC TGTIC7CTCAG 240 
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TGAATTTftCG TTQCTGCLACG N^TTCKTVCT CCAG3CM3T TTCCNJJKJj AAAAATCGGT 300 

5 CATTTKSMG m^'moac O-TlTl'l^AA C«TOC?CCA AATG3STCCA <33GG?CCG3C 360 

CAGAAATGAC AAfi0303ftOG AACAATCTIC GCTTACTOCC CAAAAA03AC TATTATTATC 420 

'0 TTCflGflCICr TCTCGATtTIC QC/GACOCCT TOQCAAACTA TTCQCTAflOC TA7TCACCT3 480 

GACAftXCTr CAGfiCCATCG CATATATT33 ATCTCAAAGA TGATCCATK: 2GAATCATAA 540 

,5 GCAAA7IGCT AGAAACGAAT COC£GTCTGT ACCGTGACGT TGAAAOGACT TTCGAAATCC 600 

TXZAi^XAATT ATATGAA32A TIGCA?CTGC AGCX7TCATGA TCCAAKIEAC ACAAGTGAAT 660 

20 ATAOCCGTTT GCTM7ICTGT CACATIGATT OIGCATD3X AAATAT 706 
(2) IMK*MAnCN FTDR SEQ ID ND:878: 
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(i) SEQUENCE GHARACTEKI^TICS: 

(A) LHM7IH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDHKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: P£G1S50UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 878: 

GATCTCCTCC CGCGATATCA TGTCTAGCCA GGATTCCMG TCTTCAGTAT CQCTCATGTG 60 

TXCGGTTTA CTIGAAICCA 1CCKTTCTGC OOCAGGCATG ATATACTTOG CGCGATACCC 120 

AAACCCCAAA TCXXXOGTG CGTOCTCGCT PGO30CTTCC ATCAGCTGCT 180 

GAATGAGTAG TATO3AGTAC CGIDSftGCTC GCCGAn^AAG CTCCOTTACT GD3AACACAG 240 

TOCATGOCAC ATCTTO3TGA TGCGOCTGAT ATTCTTIGTTG CTAGAQCAAA TAAAOGAGCA 300 
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CAGTKJTCTCC CPCOZTTCCT GTOOCfiCJTAT TCGCACGCCA CGATGTC7ITT TCO0GATGAA 360 

5 ACGTCTCJICT QCTnuroCC ATTCTGCTAA CAAAGCCTCT AGC7ITCACCT OCATCCGTAG 420 

GOAOOXATC AGXATK7TC: GTGCCGCCCC GCTGCAGTCG TOflCTmT TCCCAGCTAC 480 

T0 GCTGAATTCA ATACTGCACT CAT0333CTG CITCAATACA ATAATACGAT MTOmT 540 

GTCATTTAGT ACCATGCTCG CGGAATAGTA OCinTUICA TGATTCCAGA TCCACCTGAA 600 

J5 0OCTK5AOCA CATTQCAATA CATGGTCCAG GACTATTTCT COTITTG3GA ATATCAATCT 660 

gttaaactk: ataactcttcg atacagcact gacctcoctc taataatcag OSTCACGGCG 720 

20 CIOQC'iUoiftG CATGTT 736 

(2) INFORMATICS FOR SEQ ID NO:879: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genatdc) 

35 <vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG155LRP 
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(Xi) SEQUENCE DESCRIPTION: SEQ H> NO: 879: 

GATCTCACGT GAATCOGATA TCTGCTCAAC GGCCAATTCT CGTATATTCT GACGAGATCT 60 

TGGCGTCAAT TACGTGCACT TTGGCCGAAG CCTTCCCACG AGCTTCTACG ATACAGAATG 120 

CTGCCAGGTG CATCTTAAAA AGCGGGTTTA CAGTGAGCCC TOCGTCCTTC AGGGCACCAG 180 

CCCCTAACTG TACATAGTTT CTGTTATGTA U1T1UULT1T CCTCGCGATG CCTGCCTCTT 240 

GTGGAACAAA AACAGGCGGT AGAAGGAAAT TCCCGTGOGT CATCCGTATC GGAOG3GGTC 300 



*ROOCID <-FP 0866129*2 I 
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TCXX7TGGATC TC<333AGTAG CTTEAT3AGC CKTTNJK^G O^ACGCCAGT TTCCViCGACA 360 

5 C4ATTTAGTCT TFIXZTGTGTr CCTGCAAACA CTATCAGCGC GCTGQ03CAG 420 

CGACAGGCGA CACCGCTTCA CATAGGGAGA OXCACOCftC TC^AACACGCG GTOCACTGTC 480 

TO AGGGGGCGCA CCCH5CTGCC TACAATGGTA TCGTD03CAA ACGGCAGGCC AAC033CAGA 540 

GOGGGCATTT ACATCTAAAT TTATCAGXC ATGGACGGAT GGATTTACG3 CAGCGTGTCG 600 

'5 O03CAGCACG CQ3CACGCCA CACTGCGAGG T03CAAATAA TTCACATAGC AACCIGCATT 660 

ATAAACATCC CAAGTCATTA AACTTACTAA ATAITGTTGC GT 702 

20 (2) INFORMATION FOR SEQ ID NO: 880: 

U> SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 735 base pairs 
?5 <B) TYPE: nucleic acid 

(C) SIFAM3EENESS: single 

(D) TOP0LO3Y: linear 



3f> 
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(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1551UP 



(Xi) SEQUENCE EESCRIPTTON: SBQ ID NO: 880: 

GATCCCGGTG AAGCTGCGCA ACTGCACGGT GOGCTACGAG GACCCGGGCG GCGCAGTGGA 60 

CXTIHGCCCAC TACGACTACT OGAGGGAGCT GGA03CGTAT CTGAAGGATA TCGAGGTGGA 120 

GTACGAGGTG CTC033TACA ACTGGCCGAC <7ITTCTGGCG TACGTGCAAG AGCTGGAGGA 180 

0330GAGTTC CQCX^XTCT TCTGCGAGCT GCTGCCGTAC QCCC033AGA ACGAGGTGTA 240 

C03CGCGAAG CTCTTOCGCGG GGCTOGTGAA OGAOCGCTCG ATCCAQ3AGC TCATCACGCG 300 

CAGAAAGCQC TOGTCACTCA CGCCTTGTOG CGCOCGAGGA OGAGACGCJG CGACGGCAGG 360 
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TGGAGGACGA CTOXACAGC AA<XTCGACG AGCGCGACCG CTTOCTO033 CIU2GGAGCA 420 

5 AGCTCGTGGC CAAGCGTGCC AACAAGACCA AGGAOGCGCT GT33ACGGTG CTUTGGGAGC 480 

GCTTCCAGAG CGACGCTAAG ATCGAGAAGA TGCGGOSCCG CAACGAGGCC GCCACGOCCG 540 

ro AGGCGGGCGG CGACGAGCTC CIGACGCCGG CGGAG3XTA CGCGCTGGAG GAGGGGCAGG 600 

QCTITCCTTGG CQXTGTCGT CCCTCTO3X GAGCCGGCGC CGGCCCTGGC CGTGOCCTGC 660 

>5 AAGGAGCTTC CCGATGAATA CIX3CATCACC AAGACTGACT TCGACCGGCT OTCTAOXAC 720 

GOCATCCCGG TCGAG 735 
20 (2) INFCRMATICN RE SEQ ID NO: 881: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 804 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 



25 
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(ii) MDLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1552RP 



<xi> SEQUENCE DESCRIPTION: SEQ ID NO: 881: 

GATOGTCQ3C TCAT3TCACC ACAACTTCCA CGTCCACTGC ATCTACCAGT OGCTCAACAC 60 

CTCCACGTCC AAGGGCCTCT GTCCGATGTG CACCCAAGCG TTITCACTCC GGG&333CAT 120 

CCGCATTAAC GAGCCCCACC GCGACAAGTT OGAGAAGGTG TTGATGAAGG CGCGCCAGCA 180 

GAGCGTGGTG AGCGTCGCGG GCGCCAACCC GGTQ3GOCCG GACCAGGACG ACGTCATCAT 240 

CKACCAGGAG TTCATCCGCT GACACTAACT AGCCTGTGTA CCCATGTAAA AATAATOCTT 300 

55 CCAACCAGAT TCGAACTGAT GATCTCCACA TTACTAGTGT GGCGCCTTAC CAACTTGGCC 360 
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ATAGAAGCAA TAOGAGCGTC TAQCGGACTG CGOCG3GCTA TATGCGCCGG GCGTGACCGC 420 

5 CSCGAAACQC T33D3CCCAA CCA GGTriC C AACI3CTGGTC ACGCAACTIC 480 

TGCCACGTGC ACTOCACACC AG30CAGCAC TATATAGCCC CGCACCCGCC /03CGTTCTT 540 

*(> OCCAGGTCAC CQ33TCCAGC TGT3CTGGCA GCATICCACC TGAAAAAGTT TCACCAGCAG 600 

AAA^cmr ccacttctca atagcacttc tatcccctat TICCTCAGCA GTTTTGCAAT 660 

J5 GAGCTACACT ACCAGACAGA TTO3AGCTAA GAACACCTTG GACTACCGGG TGTTCATCGA 720 

GAAGGCGGCA AGGTGGTCTC GC03ITCCAC GACATCCCAT TGTACQCGGA NGAGAGAACC 780 
20 AATCTTCNAC ATGGTGGTGG ANAT 

(2) TNFOPMKTlCtl FOR SEQ ID NO: 882: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 490 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: ENA {genotdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1552UP 



804 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 882: 

45 GATCTTGCAG ACACGCCTGC GCCCGTAGTC CGTGCGAGTG CAGACTGCGT CGCCGAATAA 60 

ATAGCTTIGT OCCAGGCGGT CGCCGAGGCG TTGCGGGACT (ZACCGCATAA AAGAAACACG 120 

50 CTGCGGCCGC GCGGCCGCAA AGCAGCCAGG CGCAACGGOC GCQCCGCAAA AGCAACCGTG 180 

ACACACGATA TGGCAGATTC ACRTACATAT TATACATAGC CGGCCGCGGC ACGCGGCTCA 240 

55 GCOGCCGAAG CCGTACAATG TOCGGGCCTG GCQCTTGAGC GGGTACACGA OSICGAGCGA 300 
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OJTGt-CGGTC TK333CTTO3 CGTGCTOXJT GTAGGT3ACG QCGTCGCGGA TCACGGACIC 360 
CPOGfrPCGPC TK^CCMXG CGCQCPCGTC CTCGTAGATG AG30O33ftGA TCG3CTK5AC 420 
GCCGCCACGG 0333XA33C Q3CX33ATO3C G33CTTGC7K3 ATOCCX7K3GA TUi'iUlUJCG 480 

490 

(2) INFORMATICN FOR SEQ ID NO: 883 : 

15 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 691 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
20 (D) TOPOLOGY: linear 

(ii) MDLETULE TYPE: ENA (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PJG1553RP 

30 

(xi) SEQUENCE DESCRIPTTCN: SEQ ID NO: 883: 

GATCCGCAGG TCGTACACGT TCACAAACTG GICCGOGTAC ATCAIGTTGA ATOGCTIOGA 60 

CTTOCCCQX: GTCACCAG3G TGTO3TOOCG GAAA3CCATO GAGCIGACCA TOCfiCGAGTG 120 

CCCCGAGAAC GTCITCMXA CCGTGTTOCT GTTP33GTCC AQCM3GICGA GCATCCCGIT 180 

CTOCCOOGCA ACCGCCATCA GTOGGTTOCT CGACTQCATC AGCTICACCT TCGftCGAGTA 240 

CTO2ACCGTC TTOCICAACC GCCCCTICAC CAQGICCfiOC GCCftCCAXC CACTO3DCAG 300 

GTTO3TOCCC CCGCAGTACA OCGIGTICTG CGAGTTOCTG CCGTAOCACA TCGCCCGCAT 360 

50 GTCGCATAGT TOTOCGATGT CCGCO^CGT TACGTGCAGT TICGTCACQC IGCGCCGGTT 420 

C33SAAGTTC AATCACICOZ CGCCCAQOSA <^AAGACGCCC TOCTTGTOGC TCAGCAACIC 480 

55 CACCACCGOC TCTOCCCCGA TGTGTGCCGT GTOCCQOGTG TATPCCGPOT ATCACG33TC 540 
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cracxsACGftc aoocgttocgt atgtgtccoc hjoc?gkfca gatksacgtc ctojtcaaac 600 

5 GCCATCTTOG TO3CGCTCTT 01ULT1UXX3 TOTIAAaCCC AAIACAACTT G33C*27TGC 660 

TOXTCAOCT CC/O0GGCGA CTGGTATGAA A 691 
?0 (2) INFORMATION FOR SEQ ID ND:884: 

(i) SB^JFMTE CHARACTERISTICS: 

(A) length: 708 base pairs 

J s (B) TYPE: nucleic acid 

(C) STRANTSTNESS : single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1553UP 

25 



30 
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(xi) SHJJQX^ DESCRIPTION: SEQ ID M0: 884: 

GATCOOCGCT GTCTGCOCOC ACGCAATGOC T7CCTCTTCA CCTOICTCCA GGCTCCACAC 60 

CCGAATUGAG Q33TCATCXG AGCAIGATGC AAOCAGTCGC COGTCGICQC ICACCACCGC 120 

GCAGAflGATC OOOCCiaT G3CXXTCCAO CaXTOCACC ACX3XC0003 TGiraQCTC 180 

CCACACCACC AOOOCODDCA TCACCGTCCC GOGOCACACA TACAOD32AT OGCCCAOCAC 240 
CTraCCGAC COCGA7TACA QCAGCGACCG CTCACOCGCG TTGATGCTCC GCACCACACG 
CATCTOCACG TOCATCTCCA QCACGCTGTT GTAOCACGTC AGCAGGTAAC AO3¥3C0CCC 

GTOCXXECTG AAOGCCGCCC CC^ACCCA CTCCGGCGTC ATGTACTCGT GATACTTCAG 420 

GTTC03ICGC GTCATCAGGT CCTCCAACTC CAAGATGCTC ACXEACCGGT CCCCATATGC 480 

AATTACOCAC OOGTCCTXA CCCATATCCC GTOCACCTTG TTTCGC7IT33A AAACCCGOCA 540 



300 
360 



G033TTCAGC AGCACICCGC CGOGATACTU GTAIACGTAG ATTTCCGCGC OGCAOCCTGC 



600 



55 



SDOC4D: <EP 06661 29 I > 
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w 
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TAOXACCTC CCC^TCCCCGA GAA3CCGCAC TOCAGTGCAT Q333ZAATGT CATIGACCTT 660 
ATCCAGCGAC ATATTCATCG TTTAATCGAC TATGATCCCG ATCTAATC 708 
(2) INFORMATION PGR SEQ ID NO:885: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 705 base pairs 

(B) TYTO: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: EMA (genanic) 

(vi) CRIGH^L SOURCE: 

(A) ORGANISM: PAG1554RP 



(xi) SEQUENCE DESCRIPTION: SEQ H> NO : 88S : 

GATCAAACTA GGAA'l'lTlGI' ATAATACTGA AGAAG<7ICCC ATATTCAAGT CTCTATOCAG 60 

CGATGATGAG GAAGTG33TG AGATTGTGCT CCACGACCTG ATGAACAATC TCCATTICAT 120 

AACTATGGAT CATCCTGACA GATCGAGAAA CCAAACTCAT CAAGATAGAC CGATGATGAT 180 

CAAGAACTAG TTTGAGATCC CTCT3CTACA AACACATACC TAGAT3TCTC ATATTTTATA 240 

4 0 CTGAATACAT ATAATATATC ATITAACTGT CTTCATICAT GAGACGTCGT CTAAGTTCTG 300 

TGCTGCTCAA CTIUTTTTTC CACTTGTCAG CXTICTTCGCC CCXXZAGTACG TTCACCACAT 360 

45 GCACQQCTAG CTICCTCATT CCTTTGCTCT CACGCGTATC GTIGATTGTC TGG33ACCGG 420 

CCACAGTTTC CTCACTCACT ACCAGG3CTT OSATACCAGO TKOCTACCC GTGGGCCCGC 480 

SO ACACGTCTTG TAACGCAAAT ATTTTGATTT CCAGCCCCGG TTTCAGCCTG TGAAGGAAGC 540 

TGCACACGTT ATCGCATOGT TCGTOGAAGG ACTGAAGCTG CTCCCTGTAT TTCTTGITCC 600 

55 GCAGO*JTTC TTCATCTGTA ATCCCCACGA TCAGCCQ3GA AGCAGTCACG AGO3CG0CAA 660 



1141 



EP 0 866 129 A2 

QCIGAGCAA TATTTTATCT CCGTCGTCTA, AGTOGTCGAA AGICC 705 
5 (2) INFORMATION FOR SEQ ID NO: 886: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3IH: 727 has© pairs 
w (B) TYPE: nucleic acid 

(C) STRANDECKESS : single 

(D) TOPOLOGY: linear 

'5 (ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: P3G1554UP 
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<xi) SEQUENCE INSCRIPTION: SEQ ID NO: 886: 

C3ATCACTGAG GAAATCAAAA CCTTGAGCAG CTICCCTGTG TTGCGGTTGT ACQ^IOTGGA 60 

CTGTGCCCAA GTTGAGACTG TCCTCCAGGC OV03CTCCA GGCCAAAAGC TCTICCTAGG 120 

TA7CTTCTTC GTCGACCAAA TIGAGGCCGG CGTGAAGGCC ATCAAGGAGG CTGTTCAGAA 180 

CCAIGGATCC TGOGACGACA TCGACACCAT TICTATCGGT AACGAACTTG TGAACAACGG 240 

OCAGGCGACC GTGGACCAGA TGGCTGGTTA CATGAAAACT GGCCGCAAGT GCCTCGCTGA 300 

OGCCGGCTAC AAGGGCCCAG TTGTTTCCGT GCACACTTTC ATCGCIGTAA TCAACAACCC 360 

lOGTCTATCT CACCTATCAG ACTACATGGC TGTCAACGCC CACCCATACT TCC^CTTCCA 420 

CACTICTGCT GCTATG3CCG GCCCTK333T TTTGCACCAG ATCCAGAGAG TCTGGAGCGC 480 

CTGCAACGGT AACAAGAAAG TTGTCATCAC CGAGACCGGC TGGCCTACIC AGGGTCAGAC 540 

TTACGGCAAG GCCATTCCAT CCAAAGCCAA CCAGAAGATG COCTTGGAAT CTATCAGGGC 600 

CACTTGTGGT GATAGCGCTA TCCTATTTAC TGCTTTCGAC GPCTACTGGA AGCCAGATOG 660 

GTCGAGAAGT TCTO33GTAT GCTATAAGTT GCCGTGTGCT TC1TTATGAC 720 
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CTGTCTC 727 

(2) INFORMATION FDR SEQ H> TO: 887: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 712 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDFXNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLEOJLE TYPE: DMA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1555RP 

<xi) SEQUENCE DESCRIPTION: SEQ LD NO: 887 

GATCATACAC QCATTGCAGG TATACA1TAT AGTGCTCATA ATTATCGGAT TCCAAATAGA 60 

ATGGGCOCOT TACCGTAGTA CTGICTTGGT AATGCAGCGA CCCTCAGGCT TAAGAAGCTT 120 

TTTGTICTCC GTGTATTACT AACAAAATAA TITCCTCGAG CACAGGGAGT AGAGATGAAT 180 

TACATAATCC ATATOGACAC CTCGTCACCT TCCAGGGACA TTAACATTTC CITATGAATG 240 

CCCAATAATG GTGCCTAAAT GATSIX57TTG GTGTAATGCG CATTATAAAA TGTATGTGGA 300 

TTATATATTC TTTGTAGCAT CTAGTAAAAC CATO3TAGCG AGGTCTTTGG CCATACCCTT 360 

CTGAAGAGAG ACATAGCAAC AGTCTCTTGT GCAGACAGTC TGCCGTCGAA TGTTGCCTTG 420 

AAGTAACCAT GAGTACCAAG ACTCTCCTTA ATGAAGCCAG AGCGTCCAGA TTTCGTGAAT 480 

ACTGGGATCG ACTTGAACCA CTCGACATCT TCTGOCCTAA AGAACATATA GCGCACTGTG 540 

AOGACGCGCT TGTGGAACTT GAATOGATGG GCAGTTAATA TGATTCTCTT GGCCAATATC 600 

CGTGTGT37T CTGCGTTCAG GAACGTGCCG TQ3CCCACGA ACGTCAGGCC CTTTGGATCA 660 

GAAOGGTITT CTTTGAAGTA GATGGCCGGT GACTGGGTCA GGTCCAAGGG AA 712 
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(2) XNFCf^MATICrJ hTM SEQ ID NO: 888: 

5 <i) SBOUENCE CHARACTERISTICS: 

(A) LENGTO: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
,0 <D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DMA (genordc) 

IS <vi) ORIGINAL SOLRCE: 

(A) ORGANISM: PAG1555UP 
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(3d.) SEOUETCE DESCRIPTION: SEQ ID NO: 888: 

GATCTG33AA ACAAGCATTC CAACCTAGTT GGAATGGCTC COVATTAGCA 0CTOO33CAA 60 

GGCAGATAAA GCTAACTGTG GCATAGTTTC CGTGAGTTTT GATTCGGTTT CTCAAGCAGG 120 

AATACTTTGC TG3CCQ0CAC GGNCGCCGTT TTTATACTCT C&GOCCAGCC CGOG32CTGC 180 

CQ33TAATGC CTGGCAGAOC Q3CTCTAG3G CAC3COGAAT OXCCGTGAC AACGCCTGCC 240 

GCCOCAAGAT GAOCACCTAA AGQGCCGGCA GCCTCOGCTA GACAAOCTGA TGGTAACGTC 300 

GTATTCTAAT ACTTAACTTA TACAG33TTT ATTGATTATA TEACTCAGAA ACTGCOGTGA 360 

GAOCCACAGC 033CCO3CCG AATTGTGTAC AGTAGQD3GC AG0333CCGC CCGOOOCTCT 420 

TAACGGTACT TGTGGAAAOC AATGTCGTTG GCCTTCTCTC TGAAQCACTG ACQ3CAGATG 480 

TTCAAGOOGT ACTTTCTGAT CAAACCAGAG TGOGAAGCGC ACAO3033CA CTGOOGGGAG 540 

CCCTTACCGT AGT7TCTTGG GTGGGAGAAC CAAA03TTTT CGTGAQCCAT CTTGTCTGCA 600 

ATGOGTTAGT ACTCTGTCTG AOCQCTTGGA AACGCTCCGG OCCTOGTTGA GCTOCCCACA 660 
CGCTCGOCGT CTOCGOCGTC CTCATTGCC 
(2) I>1FORMATION POP. SEQ ID M0: 889: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 700 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
(D> TOPOLOGY: linear 

io (ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG15S6RP 
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{yd) SEQUENCE DESCRIPTION: SEQ ID NO: 889 : 

GATCAAOCAG TCGGCCGAGT CCTATACGAC CGGCATCACG CTG^IGTTCG AACTTCTCGG 60 

TGACCCTCCG ACGTACCTGC CTAAGGATAG TTTGCCGCCA GAACAUX'IG ATCAG33CTT 120 

CACC^JTOCT TCTCOGTTCCG AGCTGCAGCG OCGCTTTOCA TTCAAGTGIC AAAATOCACG 180 

AGTCACCCIC GTAAATGACT TCACGGTAGA COTATACCCG C<XZTCAACCT TCCAGCTGCT 240 

CAATGATAAT ATCTGCTTGT GTITTGATAT TCTGAGAAGG CAGAAGTOoT 03CACAC03T 300 

CTEATATCCT ATTTCCCAAC TTITGCTGCA TCAAGGCCAG CATTCTQCGG TAGGAGACGC 360 

OCCAGCACCC GCAOCOCAAC CCCCGCTCCA OCGOCGCCGA TCAAGCAACA AG33CTGTCG 420 

CCGAGCAAGT GCGGCOGAGT CAGCCACGCT AGGGGACGAA AATATGCACC AACTTACCTT 480 

AACGGAAATT ATGAACAAGT CTGTGATTCC CGAAGATGAC CGATGATCCA TGACCGCATT 540 

GAGCTCTATG TTAACGAGAA CTACGTCTAT CTGGGGACCA GGAGGGTIGC AGCTTCTATA 600 

ACGATCCGAT TGAGAGGTGG GAG3CGTTTG TAGAGTCACT AAGACAGATG CTTACGTAGG 660 

TATATAATTC TCATCTCACG CCTG3TATGT ATCCGCTTGT 700 
(2) DEFORMATION FOR SEQ ID NO: 890: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 718 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: tNA igencmic) 

(VI) ORIGINAL SOURCE: 

(A) QR3ANISM: PAG1556UP 



<xi) SECUE^O: rSSCRIPTION; SEQ ID NO: 890: 

20 GA3CCGAATA AOGTCCACAT AACCGAGAGA CTAGAGGCTT TGACTOCCCA GCTAGCCAAC 60 

CCAGGGGCCC AGCAGOCTCA GCAGCAGOCT CAACAGCAAC AGATGCAACA GCCTAGAGGG 120 

25 CCAGCACCCA TTATGITGCA GCGAACATTG CAGCAGCAAG ACCAAACAAA TOCGTTGAAT 180 

AACAAACCTG CGTTCTACOG GTCCTTICCC CACOGAGTTG CGGTTGCCGG AACAGAGTCC 240 

JO OCAGOXACA CACCAATGTC AGGACGGCCT CAGCCGTTGC AGCAGTIGAA CAATAACGGA 300 

AGTAICCK33 AACCGTCATT GTTOCCGCAA AAGAGGCCTA TO3AGGGT03 AATGGATACA 350 

TTGGTAAATG CCATTTCGCA GCAGGAGTTG CAGCAACATC AGAAGAAACA TATOCCTTCT 420 

CAGAACCATC CTAGTTTGGC CCIGGCTACA GGACAGCCGC AGCAGTrAGC ACCCGATGCC 480 

GCTCCCATAA TACOSCCCGA AAAGAAAGGT GCGCCTCTOC CCCAGTTTCA GAAAACTGAA 540 

CCAGAGCATG CGGCAAAAAG ACTGAAGCAC GAGCAGAATA ACGTITAAGA GCAACGGGIC 600 

45 CQ3TCTCGAA TATACCTTCG ATTACGCACC CSOCTTCCAT GGAACATICT OTICCGGGAG 660 

ATGAGAATCA CATTCTATCT GGGCCTTCAG TOCACGCAAC CCACGTGTIA CTCCGGTA 718 

50 (2) INFORMATION FOR SEQ ID NO: 891: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 720 base pairs 
55 (B) TYPE: nucleic acid 
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(C) STRANDELTJESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1557RP 



25 



, 5 (Xi) SEQUENCE DESCRIPTION: SEQ ID N0:B9l: 

GATCAGGCGA GACATTOOGT ACAAATATCA ATIOTTTOCA GA03AGATCT GTCTCCTG3T 60 

20 CATIGTAGAG AAO033CCAG ATATAATTGT CCAAAGIGAA CTCETCTTTT 1GAGAAAACA 120 

Q3CTTTCATA CACAGCGTCC GACTTTTGGG CTAGACCATA AQCAAGGTCT ATAACTTCCG 180 

TGQCAGTAIA ATTCCAGACC G3COSTCGTT GCG3CG3GAC AAGOGACTCC CACTACCCAA 240 

GTAAATCCTT CGTCATTGAG CITHTLAAC ACAGAGCCAA CTAAGATCGA CATOGTAAAC 300 

GAO30GATTA MITITGTACC AT1T1TATAG GAGADCAGAT ACATTTACAG AAGCACCAAC 360 

CGCAATCGTT TTAATCGGTG CAATCAGTGC CATTCTTGCA GCT333TCCA AACTCTAGAT 420 

TTACAAACCC CGCACGAATT AGCTAGTGTT GAACCAGCGA ACATGTAAGG AGTTTCATTT 480 

CCCCACACTA TTGAAAACTA CIGCGGTGAA OXAGGT333 GCCGCATTAA CGCCATATAA 540 

CTGTXOTrT TGATAACAAT TAICTCATAT TGTCTTTTrT ACGCACAAAT ACATCCACTC 600 

ATAGAGAGCA TTACGCCAAT GCAGTCAAAT ATAAC3GAGA ATTTT3CATAT CAGTACGTOG 660 

AATCGCAGCA GTTOCTGTGA TITTACTATT GATAACG3X GCAGCATAAG GOCTGTGTTT 720 

(2) INFORMATION FOR SEQ ID NO: 892: 

50 

(X) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 725 base pairs 

(B) TYPE: nucleic acid 
5S (C) STRANDEXNESS: single 
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(D) topology : linear 

(ii) MOLECULE TYPE: DNA (geranic) 

tvi} ORIGINAL SOURCE: 

(A) ORGANISM: PAG1557UP 

fxi) SB^JQCE DESCRIPTION: SEQ ID NO: 892 : 

GATCCGCQ3A TTTGOGCACC ACAGGGTAGT GrGOCCGCAT CAAATGATGG CACACACGCG 60 

ACGT03GTAC TCACCCCCCT TATTTGATTT GAAGAACAGA TTGATTAGGT CTGATCCTAT 120 

AGCTCTGGGC AAAGCGGGGC GCCTTGGOGC CKJIGTO3CC GCGAAGTATC GCTTAOGAAA 180 

ATGCTGOTGA ATGTATATTA TACGCTGACG GGAGCATTGC AGTCA03TGT CATGTATQ^A 240 

CTTGCCTGCG ATTAACTATC GCAGCAGCCA TCTGATGCTT AIGCACATCA ACTAGCACAG 300 

CAGCCATATG AraCTTATTC ATAOCGGCG3 OCTATCQCCA TCTTCTTCAT ATAAAGGCAG 360 

TGITCEACAG ATAGGTGCAT TGTKXTCTCA ATICCAAAAG CTCATOGCOA GTGCArfSATGA 420 

AAGATCTCGC TTCTTIQGTC <XQCCGCAGG CQGCACCATC GTGGAATITC AGTQCACAAG 480 

ATGTTATTAG IX7TEAGCCAT CAATTGATCA AOAAACCGA 033S7ITTAC CACAACGIGT 540 

TACAAGAAAA GCCACCAACA ATTGACAATT ATATCATOCC TCTAATATAC CATGAGGAG3 600 

AAACAGACCT GCTATO3AAC CAGTTC33IOT TTCTOCGCAA TGTT7CGCCC GATCCGGAGA 660 

TTCGTCAAQC GTCGAAGAAC GCAACATCCA TQCTCJ3ACGA CTGGATTATT GGCCTTACGT 720 
CAAAGT 

(2) INFORMATION FOR SEQ ID NO: 893: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 708 base pairs 

(B) TYPE: nucleic acid 
£5 (C) STRANDECNESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1558RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 893: 

GATCTATTTT GCCGACTTOO C1TATCTACA TTATTCTAXC AACr&OGX TGTTCACCTT 60 

QGAGAOCTGC TCCGCTTATC AGTX33ACCT GGCATGAAAA CTATTCCTTC (TGIGGATTT 120 

TCAAGGGCCG TCGTAAGCGC ACCGGACCCA GCATAGATOC TG33CTCTTC CAGCCATAPG 180 

ACOXATCTC CGGATAAACC AATTCCGGGG TGATAA3CTG TIAAGAAGAA AAC3VTAACTC 240 

CTCX0CAGO3C TCAOOCCGAC GTCTCCACAC TC^GTTACGT TCCCGTCAAG AATCCATATC 300 

CAGGTIXXOG AATATTAACC GGATTUXTT TCGATOOIGG OCTGGAAAAT CAGGCCTTIG 360 

AAAD33AGCT TCXXXAICTC TTA33ATCGA CTAACCCACG TCCAACTGCT GTIGAOGTGG 420 

AACCTTICCC CACITCAGTC TTCAAAGTTC TCATTTGAAT ATTTGCTACT AOCACCAAGA 480 

TCTOCACTAG AG3CCGTTCG AGCCftOCTTT ACAGCETAQ3 CTTCGTCACT GACCTCCAOO 540 

CCT3CCTACT OTICAGGGCG TCATATTTOC CCTG*CQ3TG GAGTATAGoT AACACGCTTG 600 

JV303CCA'TtX ATJT1CAGGG CIAGTTCATC GGCCQ3TGAG TTGTTACACA CTCCITAGCG 660 

GATTCCGACT TCCATGGCCA CCGTC033ZT GTCTAGATGA ACEAACAC 708 
(2) INFORMATION FOR SEQ ID NO:894: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 671 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEtt-iESS : single 

(D) TOPOLOGY: linear 
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(ii) MDLBTULE TYPE: ENA (genomic) 

<vi) ORIGBMAL SOURCE: 

(A) ORGANISM: PAG1B58UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 894: 

GATCQGGT33 TCnTICITA TGACCCACTC G3CACCTTAC GAGAAATCAA AGT C TTK33G 60 

TTCTO33333 AGTAltXTICG CAAGGCTGAA OTAAm ATIGACGGAA 03XfiCCACC 120 

£OG£C:XiiAG CCTOCGGCTT AATTTGACTC AACACQGGGG AAACTCACCA CGTCCAGACA 180 

CAATAM33AT TGACAGATTG AGAGCTCTTT CTIGATTTTG T033KXJK33 TGCATOGCCG 240 

TTCTEAGTTO GTGGAGTGAT TKJICItSZTT AA1TGCGATA ACGAACGAGA CCTIAACCTA 300 

CTAAATAGTC CTGCTAGCAT TK3CTGGTK5 CQ3ACTKTT AGAG33ACTA TCGSTT1CAA 360 

GDCGATO3AA GTTTGAGGCA ATAACAG3TC ITJIGATGCCC T17GACGITC TO33CCGCAC 420 

G0303CTACA <HGACGGAGC CAQCGAGTAT AACCTTGOOC GAGAGGTCTC GoTAATCTTG 480 

TGAAACICCG TO3TOCIQ33 GATAGAGCAT ICCAATTATT QCICTTCAAC GAGGAATTCC 540 

TAGTAAGCGC AAGTCATCAG CTIGCGTIGA TIACGTCCCT GCCCTTTGTA CACACCGCCC 600 

4£ > GTCGCTAGTA CCGA1TCAAT G3CTTAATCA G33CCTCAGG ATCTOCTEAG AGGAGOSGOC 660 

AACTCCACCT C 671 
45 (2) INFORMATION FOR SEQ ID NO: 895: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEMJTH: 622 base pairs 
so (B) TYPE: nucleic acid 

<C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
55 <ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1559RP 



(xi ) SEQUENCE DESCRIPTION: SEQ ID NO:895: 

GATCCAGAAT CCAAGTTGCG TGTICGTAGC AACCGCCGCC TGCGCAGGTT AO^AAGCAGG- 60 

CTAAGGAAAA GOGGCCTGGA TGCCGAGCAC ATCICAGAAG TAGTACAACG CATAAAGGAG 120 

AAAAGCAAGC CAAOCGCTGA AAACAAGACC GTCCGTGAGC GGACICCCTC ATCC3CTGCG 180 

GTTOCTCATC CTAAGAAGCG GGTAGTQGAT GTCCCAAACA ACCCGCCAAA CAAAGTATTC 240 

CTCGTACAGG ACC1QCCAAC AGACATTACC GAGCAAGAGC TOGTOGATAT ATTTGCAAAC 300 

GA1AAGTTOC TCCAGGTAAG ACTAGTCCAA GTCCGGCAAC TQ3CGTTTGT AGACTACOCC 360 

GATGTACAGA GCGCEACQ3C GGTCAAGAAC AAACIGGGTA CAAAITAT3T GAIXZAAAAAT 420 

CAAACAACCA ICATO333TA TODGAAGTAC ATAGGGCCGT GGGGATATGG GTITTTTACCA 480 

GIGGGTGGGA ACCCGACAGA TCMTTAGGT AACTACATAA TGATAGTATT TACMAGACTC 540 

CTIAAGTCGC ACGTOCX*ICG ATGTCATTTC CCAAAGAGGA CTCTTCTCAT AGCTX7IGAGC 600 

AACGACTCTT TOCTGOGTCC TT 622 
(2) INFORMATION FOR SEQ ID NO: 896: 



(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 643 base pairs 
45 (B) TYPE: nucleic acid 

(C) STOANDEEKESS: single 

(D) TOPOLOGY: linear 

50 <ii) MOLECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1559UP 

55 
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(xi) SEQUENCE EESCRIFTICN: SEQ ID NO: 896: 

GAroCJGATXSA CXGTCATGTT CTnTTACAAG AACAAGCACA TTXCATOCGA CTK333CWG3 60 

OX33AACAAC AACAAGATCA ACITOGTOGT 1GACAACAAG C^CGAGATCA T3GACATCAT 120 

AGAGACG3IC 1TCCG33GCG CCAG3AGAAA GAACG33CTG GTOGTCIUUU OGIATCACTA 180 

CAACIACAAG CG^TACAAT AGAACArTIT TTCCAGCTAG TUIT3TOCCA CGftTAGAAAG 240 

TTTATA03T3A ACCCQ3CACA TGCTTG3C7IT: (3V2AQCTO3C GATOCAOCCT 300 

TG0CTAO33C CCTOCT3XC ATTA3TOCIC TCACTOGACC TDCGCCTAT AGATOoKJIC 360 

TC03Cicrrrc 'icocogttsat ^ttcaaaatt rrrrcrx-rcT acgctccacc cggticaggg 420 

CTAOGCAGCA 0».TAAGEAC WI!AQ3IXITIT C TOC T TC AG3 CATEftTATAA CCTCAflGOGA 480 

qctjttcaga ccrmMx caatatatct cdwwto gqcaictooA ctattaagca 540 

GSAQTTTCTA TTOCAQCGTC ATOV^AAAT CIGTCAGAAT AAGAACCATO GCeTCAGAGC- 600 
A3TjIX3CAACT G<IOCAG3AAG QCTGTTGAGT TIAACAG33A GAA 643 
(2) INFORMATION FOR. SEQ ID NO: 897: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 139 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1560RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 89? : 
55 GATOGCQCGG AG3TTCTGTA AAAACCTTCC ATOCACAAAC CCCACACCAT GOICCCGCTC 
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GTCCTCTTCA AACTCCTTCG CACTAAT3GT Q03GTCGTOC MGPCimT CATTCCCX7IC 120 



AAACACTAAG TCAG33ATC 139 



(2) IMTDRMATION FOR SEQ ID NO: 898: 

T0 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 139 base pairs 
<B) TYPE: nucleic acid 
(C) STRANDEDNESS: single 

is (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ET^A (gerxmic) 

20 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: EAG1560UP 
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(y±) SEQUENCE DESCRIPTION: SEQ ID NO:898: 

GATCCCTGAC TTAGTGTTTG ACG3GAATGA TAAAGTCGT3 GACGAC33CA CCATTAGTGC 60 

GAAGGAGTTT GAAGAG3ACG AQCG33AGCA T3JRJI13333 TTKJKXZATG GAAGjITTTT 120 

ACAGAACCTC OGCGOGATC 139 

(2) INFCKMATICN FOR SEQ ID NO: 899: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 
<B) TYPE: nucleic acid 
<C> STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1561RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 899: 

GATOCAAMA AOOGTOCGGT OCATACAAAT GAAOOGTIOA GTOAAOCTAC TPCQCTCQCTT 60 

CGCGTATCAT TACTOGCACC A03CTCTO3A TGAOXQ33G Q3AGATO3CG CTOCTOCTAC 120 

03CAGCCAAT ATATACATCT TCTATAQ3TC TAATTCATCT Ca XTlTlTA AAAAATO3CT 180 

7GCGTCAATT TCTATCTAGT AQ3CTATCTA AOT3CTCAGT COSTOCJACK: OXGAAGCGT 240 

TOCTCGATOG AAGCAAAGAG CTirTCGAAC CCTO3CQC7IC GZCG033CTG 300 

octcgaaga acttqgagga ciAvm-?i3 igtticaogt cgcoggtigc CTCOGACAGC 360 

ACQGCCCAGT TOOCGCCGTT GGACACGCTO TTTIGTGOCT CTTIO^AAGTA GGACACAAAC 420 

otittcatca tatootaggt ctigcagatc Q33cagaatc oticgeaggt cxsagtaaccg 480 

TTCTGCTOCA AGAAGICTTC TITCATIR0C GTO333ACAT G^AGTACGAT CITOlLT nU 540 

TCAGAGAGOG CG3ACTTAOC GACCAGCIGA ACAACTTGCT CCAATTCCIC GQCGTIGGAG 600 

AGGATCTOCT TGATAC33IC TCTCAGGACT Q3GAAOG333 GTAATTOCTA TCATAGTMT 660 

TCTTTAGGAC GTK33TCTIC CTTOGAGT 688 
(2) DEFORMATION FOR SEQ ID NO: 900: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
<D} TOPOLOGY: linear 

<ii) M3LECUI£ TYPE: ENA {genanic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1561UP 

(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 900: 
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GAT03CA0TC TJTPGTTGCT GG7P£?V3GPG TCTTGACTGC TCTATXCKT TTQCTICTGC 60 

5 TAAAAQCGAA C33AGACTCGG TTACTTGTAT GTiTiUCTGA CCITCTCGTG GCAAAAa333 120 

TOGGGCGCGG CXHCQSACAC TMI'ITIUGAG CGGAATC^OT CTC^GTGTPC T1TTTGTTTT 180 

f ° CTCCAAG3X CXX^AACCIC C033ZAGCCG CK33C033CG AG37GATO3S CCATCAGCAC 240 

AGOVXTTATC G033GAATAT GSAGTC^TCCG G333CX3D3CT TATCTAGACC CAGCACGoTC 300 

15 CCCA3SCATC GCGCQ3AATT GCOXTiTlG TAGzySTCCCG CTAOXGCGC 1QCXXXO30C 360 

GTCA03XCT GTGSCACAGA CAAATAAAAT TG33CAAGCG CGAGACACAA GTCCCACAAG 420 

20 CCGCCACTOC AOGAAQCTAT GCACQCATTC AAGSAAGACT T?O00CAT»C CGTGOJmT 480 

GCCCTCGACA ATGAGGAGAT CACATTCCCC A2CTACGTO: CCftOGCATGT GCAAIU^I'IG 540 

25 CCCCACACGT CCAACQ33AT CCGAC£GCEA GTCATAGATA /^XTOVCCA GCX3CGTCCTC 600 

CCCACATATA AO03SCTACT CGACCQCATG GAOSACGGGC TOTTOCOZTG GOSGOCGCCC 660 

GG2«XnCCC ACGTCGGCTC CTOOCTAGCA ATCCAOGXA 0X2OCCGTA C 711 
(2) INFORMATICS PGR SEQ ID MO: 901: 



30 



35 



40 



46 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEXNESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1562RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 901: 
GATCATTTGA GTGCAAAGGG AGAAGTAGCG CTTTTGACAG TAOCTCGCGT GK7TGGACAT 60 



55 
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CCTAGGTACT GTTGACATTC ATGTGGGTCA GICAGATTAC AAGTACACAA ACrtXDGATATG 120 

ACAAQCCACG TGACCATATA TCCAAGACGC COCCCAGCGC AaXTTOCTC TCIXXATAO; 180 

ACTOQCTACX: TACCAGTTAC AAT03CI7TTT aZAACTTAAC TOCTCTAATC CTCACACGGG 240 

GAGTTATATA TCTGCTATAG Q3CAT3CTCC CX3333COCAA TTCA03XCA PCX33CCV3CC 300 

ACCATCXCAG AC<!AGOCATA CCAAGCGCTG OWCAOGATC CGATATCTCG TTCTATATAT 360 

f5 ATACAGATAT ATATAIATAC TCTAACAAAA TCCCTAGCGA TCIUXTGTC AAAGXCGCT 420 

ACTTAAATCA TAStGTCGTC TTCTTCAOX CCGATCGACA AAGCOCOCCC ATCGTTCCOS 480 

20 AAGCTTGGAA GCTCQ3XGC AGAAGAGCTC AACTCGAGTG CXX33CXAIAT AAAQCCGC7FC 540 

ATC^AGAGCA TTGTAAATOC CCAAACTTGG AAAAACCCTG CTCOCAAAAG CATCACTGOC 600 

25 Aa3AGGAGTT CTACXiAGQGC GD3ACCCAP3 TAACTATAGT AGAAQ3ACCC CTATIUrKSA 660 

Af32AftIQ3TA CTGCJrCOGAA TTO3AGGTAT ACCAOCAOGA CQGAGAGTQ3 AA03CCGAAA 720 



30 



40 



(2) TNFORMATICN FOR SE£> ID NO: 902: 



(i) SEQUENCE CHARACTERISTICS: 
3S (A) UWGTH: 592 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEEEiESS: single 

(D) TOPOLOGY: linear 



(ii) M3LECULE TYPE: ENA (genomic) 



(vi) ORIGINAL. SOURCE: 
45 (A) OPGANISM: PAG1562UP 



so (xi) SEQUENCE DESCRIPTION: SEQ ED NO: 9 02: 

GATCTGGCGT GCATATATAA CGmTCTOCG CTCACQCGAC CT3GTG033A CTICTTTAGC 60 
5 5 CQ32TACTAA CTCTGTAOZT GTT33333TG CCT3D3333: COXQ332GA QCTTCQCAGA. 120 



JCIO: <EP 086612&A2J _> 
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AITO3CCGTT GCETICACQ3C CAGT3CCAGC O^AACAGGAC GCCCTTTTCT 180 

cttccozagc G^mxrrnT ttttcocmx: taaggtcgtg tattttctcg cagag33tta 240 

GAAA/^JTACA CTTTACATCT GWKWXA CAA^rTOGTT CTGATTOGAG AGGCAG3AAA 300 

CCAAACAATT GAAAQCTATG TTGSGTOGTA AQCAGACGGrr ACACIGftGCT GGCOSTXTrT 360 

TAGCAGCTOG 0G3CCAOCCG CACTTICKT TTHXCQCTC 'lUl'lULTlLT TGOGOGCCCC 420 

CTKX3CCTOG ATCTCGAGAG CCGOGGAGCT ACXGOOQGTC 0CG333TJOC CIX333CTIXX 480 

CAQXGGOCA GTO3TCAGAG CCGGICGCXC ACGGCAGOCG OCTTCAT03G CGCCT33033 540 

ClCJUi'lTAC AG3GAT0G3T CACGTGCCCTr GTGAGGCTAA AG 592 

(2) IM ; T*MVriCN FCH SEQ ID NO:903: 

(i) SB2UENCE CHARACTERISTICS: 

(A) LEU3IH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LEEULE TYPE: ENA (gencrac) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1563RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 903 : 

GATOCTCOCT ACTTTGACAA CAICAGGAAG GCGCTTQCTG CAGGCTTTTT CKTGCPGGTR 60 

GCGAAGAAAC GCTCGQSAG3 GAAAGGCTAC ATTACTATCA AAGACAACCA AGAGGTIGCTC 120 

ATCCACCCTA OCACGGTCAT TOXCACGAT GCAGAGTGGG TAATCTACAA TGAATTCGTG 180 

CTGACTACTC AAAACTACAT AD33ACGATC ACCTCOGTCC GTOCTGAGTG GTTGATPGAA 240 

CTCQCACCTG CGTACTATGA CCTTGATAAC TTTCAAAAAG GTGATATCAA GCICAGTCTG 300 
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GAA033ATTA AACAAAAGAT GGATCGCATC GAAGAGCTAA GTAAAGAGCA ATCCAAGAAG 360 
5 CATAGACAGA GCCGCGCGTA NITCGTGAGC TIUJ'iGTAGC TAAATATCTC TCTGATATAG 420 

CATGTACACA ATAATAQGAC TTTTCMCTXS 1OTTO7TTA CTiaXATTA GCAAATTATC 480 
,0 GCAGAAGTTA GCAGGCACCG COXOCTTGT TGGTGCGCTT GCACGAAAGC AGCTOGTGAT 540 

GITO33DGrTC GCTAAAAACC CTCATITCTC CCTATCATAT QCOCAGCGCT ACAGAGTCTT 600 
75 OGCATCATCA TGTTTGAGAA GGACGfiGATA CTCCCACTTO ATSftG3CCfiG GTCCCAAAAG 660 

ATAAAGGAGT TCCTGAGCCT CTCCCTC33G CTGATCACOG AATCCATCGA AAAGAAAGAA 
20 TATGACTCCA TA 

(2) INFORMATICS FOR SEQ XD NO: 904 : 

^5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
30 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (genanic) 

55 (vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1563UP 

40 

(Xi) SB3JENCE DESCRIPTION: SEQ ID NO: 904: 
GATCOSTTGT CTTCCGACGC TQGTACAGOG CTGCGATGCG CGTCTGCGGC TGGCGGTGCA 60 
TATCGGAGAT ATGGCGCCGT GCCOGTAOQG CAAAGAATCA GCAAGACACT AGCGTCTQ3C 120 
ATTCrTTTTC AATOCATTAT TTAGCTTTTT TTTTTTTTTT TTITTTAGTA TAGACACAAT 180 
ATAAAGTAGA GTTCGTCATC AGTAGCGCTC GTAAGGTTAG GGGCCGGCTT CACGCCATAG 240 
55 TAGCATCTCC GTT^GACTCC TGGATTGGCG CTTGCTCTAT GCCGGCGGAT TCCGCAACTG 300 



^SOOOD: tEP 0666129*2 I > 
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CCTAGGGTCT TTCGTTNJCG GACK3GTTCC C/COGOCGO:: ATGGGCAOGC CACGAGGGAG 360 

5 CTCCGGTAGC AQOCKJIGAC T313TCTGGCA GCGAGCGQOC TOGTOQEjKXT TGGAAGAAGC 420 

M7K33GCGTT GCGACATTCG CCQCCGAATT TOC£G337TC C3TGATGGGG TGGCCGAAAA 480 

w AGCAAICTAT COGCGTGCAC OCfiOCXXCXT CCCOGCACAT AAT3TGTGAA CGCGGATOGC 540 

ccrrACTTACA commune cixxacttga coro^Acrr acacigctgg agsgaacgct 600 

»S CCGCTX3GTCC AAACGCACCG GCTTQGAAGG ACGIGGCGCA GCAGCAATAG GCIGAACATC 660 

TCGIATCTTG GACAAGGAAG ATOCGCCTTC TC83GTCCT CTTGICACAG GTTAOJT 717 

(2) INFORMATION PGR SEQ ID NO: 905: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 688 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: lirtear 
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(ii) MDUECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1565RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 905: 

GATCACATGT TTTCCCCAGA GAGGGACCIC GCGTTGAGAG AGCGATGGGC CGTTATAOCA 60 

CTGAGCCCTA TTAC7ITGCTG GATTTCTCTT TCCAGCAGCT COGCATGGGG CCGGATTCCG 120 

TCAAGTGT3A TICCGCAGAT GITGGTTTTG OCTOGATAAG TGCATAAGGA AGCTGCTCTG 180 

TTAGTACATG TCACATAGGA G3CTICCGCA TIOGOGCATG CCATCCAGTG COGGGCTTGT 240 

GGCXXGACG3 GTATTCCAGT AGOCCTCTGC GAAO0GTATT CAATCATCTT TGGCCCAGCG 300 

55 GTATATAAAG CGGCTGATGA GCCTGGATGC AAT33GGTGT AGCTGOGGAG ACTGCACOGA 360 
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AGATCJTCTAG CAAAGTTICA TICCTATTCA T333CCATAC C?CATK3CGA 420 

5 TnrVCTPOZ CCAGICCAAG GGCTACTTTC AGCAOGAGGG TGTGGACATT Q3XTOC TCXS 480 

A3CCCACGAA CCCGTCCGAC GTGACGOACT 033CAAOGnT GACATO33DC 540 

10 TAAAGGOGAT GATCCATAOG CIUXXX3CTA AGGCACGTGG 'ITICOJUJIC ACTTCTCTTTC 600 

CATXX3CTGCT GGATCAQOQG TPCACC0333 TTCTGTACCT OCGTOa^AAC GGWGTICACAG 660 

ATACTTTCAG CTCTCTTCAG GQGAAGCG 688 
(2) INFORMATION FOR SEQ ID NO:906: 

20 (i) SEQUENCE CHARAC7TERISTICS: 

(A) LENGTH: 558 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
(D> TOPOLOGY: linear 

(ii) MXECULE TYPE: DNA (gencxnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG156SUP 

35 

{XX) SEQUENCE DESCRIPTION: SEQ IDNO:906: 
GATCCCmC ATACAQGTCA ATATTTTATG CAGAGACAGG QGCTGGACGT TGTAAAGGTC 60 
TTICAICCAG ATATOCTAAG AGGOGAAATT TC^IGCACGA GTATGATCAC AAAAAA1GAC 120 
ACAGCCAAAC AAATT3CCAT TATIT1TAGA GGATCTACAG TGATACAGGA TIGGATEATC 180 
GATOTICTAT CCACCCCTAT TCCATICATT CICGCTCCTA CCCCCTATCA GCCCGTCAGT 240 
so GGAGCTGCAA AGTGCCCAGG GAACTGTCIC ACGCACACTC GCGICTACGA TCAATTTAAA 300 

AAAGCATTTA AGGATATTTA TOCIGTTTIT AAGCCGCTAA AAGACACACA TCCGGATEAT 360 
55 GAGGIGATAG TTACTOGICT TICCTTAAGT GSCGGCTAIG CTCACTI'lAT G3GTATIGAA 420 
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TTOGAACTIC TG33CTACAA CXTTCATOTT TCrCCXTTTG GATCATTGCG TATACOCMAT 480 

ACCATTG33T GGATGATATA TTTOCGTCGG AAGAGjITlu GftGAAGAATC 540 

CCAAATAATC AGMTXCC 558 
(2) INFORMATION TO SB? ID NO: 907: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 645 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECJLE TYPE: IKA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1566RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 907 : 

GATCGCGAAA CACAACGCGC GD3XGCG3T AGOXCGCQ3 GCGCTGCTGC AG3ACGT00G 60 

CGACGCOCTC O003CCCACT ACCCOGTAOS AGIACATCAA CCGGTACGTG GAOGACGAGT 120 

GaGfKJTTCAA C^ACQCOOGC G9COCTATQG GOCAGATCCT GAT1CTOCAC GCGTrCTCTCA 180 

CCGAOrACCT GATICTOTTC 032AC03C3CG TCOOCACCGA CO30CACACG Q337TCX3CT 240 

TIOCCGATGA CTACTTCACG ATCCTOCACG GG3AGCAGAG CGCG3ZACTG CCACACGCOC 300 

TQ3AGCXX33A CGTC7EJCACG CCCOGTATGA CCCATCACCT GCQCKTGGOC CACOOGAAGC 360 

AGTACGCGftT CCCGTCQ3GC TCTTTT3COC TOGAGCTQ3C ACA033GTP33 ATCCCGTGCA 420 

TOCTOOCGIT COCnTTTCTC GACACGTTCA ACAGCACACT CGACGTGTAC ACTCTGGCCC 480 

GCACCGTQCA GCTGACAGCG CG3^ACAT0T TCAAGAACTT GoTGTACAAT TTCAAGTTTT 540 

AGCCTAGATA CATAACCACC ACCAATOTCT GCGCACGCCT CCCCCGCGAC AGAGCTGCCA 600 
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GAAOCCGACG CIU333CAQ3 TTTAOSXAC (XTCCQCQC CACTC 645 
s (2) INFORMATION TOR SEQ ID NO: 908: 

(i) SEQJENCE CHARACTERISTICS: 

(A) LEN3TH: 701 base pairs 
io <B) TYPE: nucleic acid 

(C) STOANDEEN2SS: single 

(D) TOPOLOGY: linear 

15 <ii> MOLECULE TYPE: IKA (geranic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1566UP 

20 



25 



30 
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(Xi) SBCUEtCE DESCRIPTION: SEQ ID NO; 908: 

GATCCTCAAG "TCTACGAA03 CCTO3AACET GITOCGACG GCaTTTTTOG CTGATOICAT 60 

CACAOCTCAG OCTAACEETC ATTTTGACGC GAAGTCTOZT GTXXXAGGIC ACX3TQCAACA 120 

G33CG33TTA OCATOGCCAA TCGACAGAAC CAGA32AACT CGICIOOCGG TCCC5IQ33AT 180 

CX3X7ITCA3t: GAGCCTAAQC ACGACGTCAT TCGCGAACCC AGQ3GAAAAT GAG3A03CCT 240 

rraACTOGGC CCACAAG30C GK7ICTCACA CX33DrCtCGT OCTC03CATC ACCCQCICCC 300 

AACTCAAC7IT CACCTCCATC ACO^AACTCT AOGACCIQGA AACAGACTTC TCCAAOCCTA 360 

TCCCAAAGGT TATCCACTO3 GAGCJ^TAOOC OOCOSATTOC Q3AOCATTEA GAAGQCCGCA 420 

AGA033TAAC ACTTTTAGTCT CTCTGTTTCG CCCQCIOCCC CACTATATT7T ACCACEAGAT 480 

ACCACGATTA TO3ATAAACT TAACATOGCA GACTACACTC TCATCCACCT CCCATCTATA 540 

TAATGTCATT TTACTCACCA AAACK5TTTT AAAOXajTT GCA037IDCG TCGCAGCTCG 600 

TATAAATATC TTCA03CCAC C7TCGATCTCC ATKX7IGAQ3 AAGIACCCGT OSAGATACAA 660 

TAGIQCCAO0 TTOZTAAQ3G GTAAOCTGAC CACTCTACAC A 701 
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(2) INFORMATION FOR SEQ ID NO: 909: 

5 <i) SEQUENCE O^ACTERISTICS: 

(A) LE\CTH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS: single 
jo (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1567FJ? 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 909: 

GATCAAAT3C CCTTCCCTTT CAACAATTIC ACGTACTTTT TCACK7ICTT TTCAAAGTTC 60 

TTTTCATCTT TCCATCACTG TACTTGTTCG CTATCGGTCT CTCGCCAATA TTTAQCTTEA 120 

GATGGAATTT ACCACCCftCT TAGSGCTGCA TTCCCAAACA ACTOGACTCG TCGAAW3AAC 180 

CTTAGATG30 ACTAGCACCC C03CCAGACG GGATTCTCAC CCTCTATGAC GTCXTGTTOC 240 

AAQGAACATA GACAG33ACT AGCAflCCAAG GTACTTTCTT GAAATTACAA CTCGGACGCC 300 

GAAGGCGCCA GATTTCAAAT TTGAGCTTTT GCCQCTTCAC TCGOCGTTAC TAAGGCAATC 360 

CCOGTTQ3TT TCITTTCCTC OOCTTATTGA TATGCTTAAG TTCAQG03GT AATCCTACCT 420 

GA3TTGAQ2T CAAACTTTOG GAATACTATT CO0CTGGA£G GXTTGTTTG TCGTACGTTC 480 

TTCAAOCGCC AGCTCCACIC CACGATCTG3 TCGAAACCTA ATACGCAGTG TAGAAACTAG 540 

CTCAGACCGC N3TCCGCGCA AGTTCCO0CC ATGGCC#3ZA TTTTCAAGTT AACCTTGTCT 600 

TACGACCGA3 TATCACTCAT TACCAAACCC GAG3GTTTGA GAAAGGAAAT GACGCTCAAA 660 

CAG3CATO0C CCCTGGAAAT ACCAGAOGAC GCAATGT 697 
(2) DEFORMATION FOR SEQ ID NO-.910: 
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<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 712 base pairs 
5 (B) TYPE: nucleic acid 

<C) STRANDETNESS : single 
(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (gerariic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S67UP 

IS 

(xi) SEQUETJCE DESCRIPTION: SEQ ID NO: 910: 

20 

GATCGTCAGA TACCTTAGTC TCTATACAGC GCAAGACATG O3TCATO30G GGTTTG1TCT 60 
2s ATGCAAAGTC ATTGGGTTTC OCTCTGGCGG CGCATACAAC ACCK3CCTAA CCTGAACAGT 120 

CTOATCCTGG GCATCTAGCG ATCCCATGGG TGAOCAGCGG AGGAnTGGT GGATTACTAG 180 
30 CCAATGGCAA TCCAAACCAA AGAAACCGAC TTGGGGGAAT GCCTCATTGA ATAGCCGGTC 240 

TTTCGACACT GTGATTCTCT GAGTGTAACC T0CTCTTT33 TIGCCGATAT TAAAGCTGTT 300 
35 CTGTGAAACA TCGGAGCGGT GTTTAGTGGA AAGCAACTAG AGGAACTCAA AGAGTGCTAT 360 

GGCATGGGGG CAGCIGTTGC GAAAGTGTAA AAACOCGAGC TCCGGTTCGC TTGACACAGA 420 
40 AGTTACnTC TGTATCTCTA TCAGTCTATC ACCGAAGGAC CGTOGTGTGC TTTGCQCATT 480 

TTCOGGTTGT TCTTTAAGAT AGTTATCTGG TIGATCCTGC CAGTAATCAT ATGCTIGTCT 540 
45 CAAAGATTAA GCCATGCATC TCTAAGTATA AGCAATTTAT ACAGTGAAAC TGCGAATGGC 600 

TCATTAAATC AGTTATCGTT TATTTGATAG TUXTITACT ACAIGGATAT CIGTGGTAAT 660 
50 TCTAGAGCTA ATACATGCTT AAAATCTCGA CCTTITGGAA GAGATGTATT AT 712 

(2) INFORMATION FOR SEQ TO M0: 911: 
55 (i) SEQUETXJE CHARACTERISTICS: 



NSOOCIO- <-PP fW*1?QA? | ■» 
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(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLCGY: linear 

(ii) M3LSCULE TYPE: ttJA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1568RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 911: 



20 



GATCACGAAA 032ICGCTAT TAGC7ITCCCA TOZAAAG03C ATGCAOCGGT CCTTAATCTC 



60 



AAT03AAACT CK7K33CAGT CAAAGAQCAA A1CTCCATCT TOJIOAAGAT 120 



25 



COICTTOCTA GACTTCGItTT GA033TCCAC CTGIACACAG AGGAACTCTG 0CTQ3TICIG 180 



CCAATCGAAG gagacatcag TAACCTOCAC CAAGTTGATC GTACQCAGAA CACOaJUUlT 240 



30 



CQJEAGCICA /iTCAGGACAG CTlTACACGA CTOGTITCTIC GACTCTGGAG ICCAGTATAC 300 



CATGACAGTA GAT30T333T CGTTG30T0T (7TTIGACXXX2 AACTTOATGC CCTTAOSACr 360 



35 



AAAQGAGAAG TCCToAACAT CCTOGATCTT CAICACCTIA COGCCCAACA GCTG3AACTT 420 



CTTCI033TC TCOIACACAG CAATTQ03CC AGQ30CAAGA CGAOCOCAGA ACTTCTICGrC 480 



40 



AAAGGACCAC TTGACCATAG OCCATTGCAG CTOCTOCTGA 



CAAAOGTCTT 540 



CACGCAGACA CCTCTT3CCA CATCCCATAT ACATAGCIQG T33CCOCO0G ACTCG3XCC 600 



45 



GAATG^ACAA OCCIOC3TIAG CTTCATCCGA GACTTCEAGA GGTTCOGACG AAAAGGTTAAC 660 



CAOOTACTTC TCGGTCGAGG ACATQ2AGAT CGCCTT 



696 



50 



(2) INFORMATION FOR SEQ ID NO: 912: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 697 base pairs 

(B) TYPE: nucleic acid 
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<C) STPATCEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1563UP 



, 5 <xi) SEQUENCE DESCRIPTiaJ: SEQ LT> NO:912: 

GATCATCTAC GTGGCCCATG AGGATAATAA GGAGAAAGAA TTCGAAATTG AGCTGAGCTG 60 

20 GTGCTCCGCT TOGGAGACGG ATO3TITGCA CAAGGGAGGT AOCAAAAGAG CTATTTGATG 120 

CAGCGATTGA GTTTGCGAAG AAGGAGACCG GTCAGGAGAG TGATGATGAT TCAAGCGATG 180 

25 ACAACGCATC TGGAGGTGAA GAGTCCTCAA CAAAGAAGGA TGCTGACGGT GATGTCCAGC 240 

TTICATGATA ACAQCCCGGC ATTATGTGGA Q3TTCATTTC ATGACAA3TG ACGGATGTTA 300 

30 CTAAGIGTAT ATTAAGTTAA TCCACCTATA TAAATTAATA ACAT3CAAAG CAATTTAGAA 360 

TITGTeGGAA AGCAGGTTAA AGCATGTCTA CTCTCCTTAA TCTTTCGCGA AGCTGTACAT 420 

TTTCTTCTTC AAGTGAACGA ATTCTATCCA GGGCTGCGTC TGATTCTAAT TTCCTACGTT 480 

033GTTCTGT GTACCATTTC CQCGTCAGCT CTTCTATCAT TAATHTGAA TGCTGATCAA S40 

40 ATGTATCTGA TTCATGCGAG CCCTGCGACA CCTGGGATAG ACGTTTGATT CTTCTGTCCT 600 

TTTOZTTTAA CAGCAGCTTT ACATGTTCCT CCACTATTGA T3ATGT33CA TTOGGGATG 660 

AACATATAAA TAGAATCCCA TITCAGCTO3 TTTCTTC 697 
(2) INFORMATION FOR SEQ ID NO:913: 



45 



50 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 672 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DNA (geranic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1569RP 



(xL) SEQUENCE DESCRIPITCN: SEQ ID NO: 913: 
GATOCGATAT ACGCTGAGTG OTATATTACA AACCATCAAT TIGATGTTAT CTIGGACGTA 60 
TK?rPGGTEA ACCAGACGAA AGAAACTTTG AAAAACTTGC ATGCGCAGTT TGCAACCCTG 120 
20 GQOGACCTGA AGATTATATG CAACCCTCCA AGOACCAATC TAGTIOTCA TO3ITTCCAC 180 

AGATTTAGCG TIACAGTGAA GGTTTCAAGT GCCGATACIG GTATAATCTT TG3GAATATA 240 
25 GTTTATCACG GTGGACACGG CGAAGATOCA CGCTATGTGA TCTEAAAIGA TGTCCATGTT 300 

GCTACAATOG ACTACATTAA QOCTOCAGTT TGTGATGAAG CITCTITCCG CAAGATCTOG 360 
30 AATQOATITC AATGGjftGAA CAAAATGOTT GITIAAATCTA AGCIWICGAC TCTGCATGAC 

TACTTGAATA AGOTGATTGA GGTCACCCAT ATGAATGTCC -IGACTOOIGA AGAATCATIT 
35 GCCGACCCCG AAKTIUGnT CTTAAGCTOC AACTTATACT CGAAGTCCAC CTICGGCGAG 

GATGCTCTGG CTAATFICTC TATCGAGAGA GACCCTACTA GTGGTTCCAT CATCGGAGAA 
40 GTTTGCATCC GCTCGAACW: CCAGXTXTT GCTTrGACCC ACGGAGACAG TATK33XMT 

ATGGAAAGGT CC 
45 (2) INFORMATION FOR SEQ ID NO:914: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 698 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



<ii) MDLECULE TYPE: ENA (gencmic) 



420 
480 
540 
600 
660 
672 
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(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1569UP 



10 



15 



(Xi) SECUENCE DESCRIPTION: SEQ ID NO: 914: 

GATCTGCAAT GCTCTTCAAC AATTTOCTGC AAGCTATTCT CCTGATGACC TK3CCAIX7TT 60 

GXTTGHJCTT TTTGATTCCA ACAGCAAATC 1GAATAG3CC TCTATCTCCT TTAAAA3CAG 120 

CGTCGIGCAT GGGOTTTGG CTTT?CATTG GAAAAAGCCC CAA^GAACAA GGTAA7GCAT 180 

20 CCCAAAAGTA COZTTTAATC CACTTCACAT TTAGATATTG TIACGCTtfTIG TATCTATACA 240 

AAAAATAACG ACAAATAATA TCTITTAGAG CTGGTTCTTT AGACTAAAAT A333CTCGGT 300 

25 ATGCAATACC TCAGATGCTA TCTTGATATC CGIUTGGATA 1XXTO3ATEA AAGCCTCTTT 360 

CGTO7KJEAG TITAATTCGG GCCGGATGTA GCCAAGGAAG CTGAACTTAA TTTTQ333X 420 

30 ATAGAflGTCT TCTTCAAAGT CGTTTAAAAT GTOCAACTCA ACCGTCTTCT TACTGTTGTT 480 

ATAGAACGGG TTCCATCCTA CCGATAACAC GATTGGAAAG ACTCCACGCT C H Jl 'l' l LUi A 540 

35 CfiGCTTOGftG CCAA«?ITCT ATATGACCIC GCTCCCATCA TTIUIGTGAT GGGACCTGCG 600 

cttcttggtc catattagcc ti^accgggc CCAGOCAAAA TATACTCCTG TOGCCATTTC 660 
40 GTTAACTPOC CTAGGCAATT GTTCTATTGG GAACATTC 698 

(2) INFORMATION FOR SEQ ID NO: 915: 

45 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 
50 CD) TOPOLOGY: linear 

(ii) MXECULE TYPE: DNA (genomic) 

55 (vi) ORIGINAL SOURCE: 
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{A) ORGANISM: PAG1570RP 

5 

(xi) SB^JENCE DESCRIPTION: SEQ ID NO: 915: 

10 GATCCACAAC ACACACAGCT TGCOGACTCT TITTCTCAAA GACAGTICAC CAGTCCAACA 60 

CTTOCAAAAC CATCTOCTAA OGTTTCAACG ATTGCGCAGC AGCAAACCCA GCCAACCGCT 120 

'5 CTCTCTCAAT CTCATOCTCA GCAACAACAA GGTrCACAAG CTCAGCAGCA GCTACTTCAA 180 

CAACAACAAG GTTCACAAGC TCAGCAGCAG CTACTICAAC AACAACAACA GCAACCACCA 240 

20 CCACCACCAC CACAACCACA GCAACAAACA CAACAACCAC AACAACCACA ACAGCAGCAG 300 

CAGCCCCAAC CTCAACCGCA ACTACAACAA CAACAACAGC TIQGTTTACA GCCTCATCAG 360 

CCACAACTOG CGCAGOCGCA GGCGCAACAA CCACAACCGC AGCAGCAGAC GCAGGAGCAG 420 

ACGCAGCAGC AGCAGCAGCA GCAGGAGCAG CAGCAGCAGC AGCAGACACA GCAGCAGACA 480 

CAACACCAAC CACAACCACA ATIGAAACCA CAATCACAGC AACCACAACC GGTICCACAG 540 

CAAG1CCAGT CTCAACAACC ACAGCAAGTC CAGTCTCAAC AACAACCACA GCCTCAGCAA 600 

CTTICACAGC CTGCCCAACA ACAATCGCAA CAACAACAGC AGCAGCAGCA GCAGICICAG 660 

CAGCAGAAGC TICGCCAAGT GCAGCTOC 688 
(2) INFORMATION P0R SEQ ID NO: 916: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 714 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

50 

(ii) MOLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1570UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID ND:916: 

GATCTTGGGG CC0GCO33X OTCTGGGCTA OGTCCTGACG CIGTATGCGA ACQCGCAGTT 60 

CTTCA^AACC A7TAT33TGA ACTOGCACCT CGCGAOGOCG CTGT1GGACT ACACCATTCC 120 

GTCOZTCATC GGTATCCATA TTCACTACAA CCCCCATAAC CCIGAATTGG TGGACCCGGA 180 

CGDJTTCAGC GCATACGATG TGCTGAGGGT CCTCCGCCTG GICAIGAGCG TTtTCGTGAT 240 

gctgcttctg gtgaccatoc ggatkto33 accigticta cKamnrc tgatcaatot 300 

AAAGTTTICA TACGACTICT AOGAGCOSIT CTTAATTCTA CG333ftCTAA ACCAGGTGCA 360 

GCGOCGTCAC GTOi'lLTACC AGCATATCTT ACAGTTP3ZA TACTTOGGGG CGTCGTACAC 420 

GGnTTAAAT TTCGTGCCTC TATICTCAGT CTCGCGCTTT CTGTGCTATC 03TTOGCAAT 480 

CAAAATGTGG GCGACTTCCA ACATCATCCA CTTTACAGCG G*W3AAGTGG AGTCCATCAC 540 

TGAATGAAAT CATKATTIA ACATGTCCAT CTATACATAA AGATA3ATAT AGCCAGAAIC 600 

AAT^CCCIGC <XATTAGTAA A^TTflCCATOC TCTGGAZACA GCCGAATCCC GCGCAACACC 660 

GCCrTTCGTTG GACGAAGGCA ACTTGGAACG CAGCAGCCAT CCCAGCGTAG TCGT 714 
(2) IIJFCRMATICN FOR SEQ ID NO: 917: 

(i) SECUENTE CHARACTERISTICS: 

(A) LENGTH: 658 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULZ TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1571RP 



55 
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(x±) SEQUENCE DESCRIPTION: SBQ ID NO: 917: 

CGCAGGCCGT AGGCAACACC CTTOGATATC TOCACCT03C AAAGGTCCTG ACCCGGCAQC 60 

AGAAGCTCGC GCGAACGCGT ACTXACGCA TACAAGTO3C CGCGGCGGTC GATTGCCAAG 120 

TTOCAACXTT OCTCTGCCAG CGOCACATCC COCAG2COCT OGCCCTCAAA CCCOGGCACC 180 

CGCAACGGGA ACOTCGTGGA GCCAGCGTCC T03CCCAGCC QCGCGCCCCA GTAGTAGAX: 240 

CCQ33CTCTC CTO3CTGCGG CG333TCACC (333A.1CTO33 GGATCCCGOG CAGCHJLVIC 300 

TIOTOCTTGA TCTCCTTCAG CCGCTCAAGC GTCTTCTTCGT CCACCCGCCG GTCGCQ33CT 360 

AGAATCCAGC CCTTGATCTG CCOOCATTGA tfATOIE TO0U1ULTAC TCCGATCCCG 420 

ACGACCACOG CCAGGCCCTG GAACACCGCC ATCAG LT11T GCATCTTCTC CACCTTC7TC£ 480 

OGATACTCCT GCTCCAGTTG OCX3D33CGAT TTCTTCACTCC ACTOGT.AGTC CAGCTTOCTG 540 

Cw.TiUi.u- "KJTKKJTQOC ATGOITCAGC TOCTCTK3CC ATCATCTCGG GCTCATCAAA 600 

ACGCTGCCCC TTGCQCAACG CCCTTGCTTC CATAGOGAGC OXIGXOC TCGCAGCC 658 
(2) INFCRMATICN FOR SEQ ZD NO: 918: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 657 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEtNESS: single 
<D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1571UP 



(xi) SEQUENCE DE9CRIPTICN: SEQ IDNO:918: 
65 GATCACGTGA TOGGATGAAA ACTCTGACAA ATGCACCG33 AATATATAAG GCATGGAOCT 60 
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Q333«7K333 CCAGACACTG CGACCAGCCA AACAACAACA TCATCCAAAA T03CCAGAAG 120 

ACCAGCTAGA 1TXTAD33IT ACCAGAAGAA CAA3CCTTAC CCAAACTTCTA OoTACAACAG 1B0 

AQCTTGTOOCA GACTCCAAGA TCAGAA'TCTA CGACTIT333T AAGAAGAAGG CCACCCJTTGA 240 

TCAOTKXX7T CTATGTGTGC ACCTAC1X7K: CAAGGAGTTG GA32ACTTCT CCTCCGV33C 300 

'1T1U3AAGCC GCCCGTATCT GTCOCAACAA CCTCATCACC AAGATGACCG COTCW3ACTC 360 

GTTXXACTTG AGftGTCAGAG TOCACCCATT OZACGTXTTTC AGAATCAACA AGATGTTCTC 420 

CJKJraZAOGT OCAGACAGAC TOCAGCAGGG TATCAGA03T CCCTQ33C7EA AGXTCACOG 480 

Tl'IUJL'iUOC OoTG'lCGACA T033TCAGAT CATCTTCTCC GICAGAACCA AGGIACAACAA 540 

CAACGACATC GTITJITGAGG CTTTGAGAAG ACCAGATACA AGITGCCAGG TCAGCAGAAG 600 

ATCATCATCT CCAAGAAGIG GOCTTITCAOC AACITQGACC OIQPO Ga gm CGTTCAGA 657 
(2) INFXS^MATICN FOR SBQ ID NO:919: 

(l) SECUENCE CHARACTERISTICS: 

(A) LEN3IH: 625 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPQLCGY; linear 

<ii> MDLECUL£ TYPE: ENA. (gencmic) 

<vi> ORIGD^L SOURCE: 

(A) ORGANISM: PAG1572RP 

{xx) SEQUENCE DESCRIPTION: SEQ ID 1*3:919: 

GATCIATTAT TAGAGGTAAT ACATTTAAAC TATTATCTAA ATICTTCTTC TK.T1ATTTA 60 

TICTTAACTT TATCTTATTA QC7IAAATIAG GTGAATGICA TCTTGAAGTA CCATITATTT 120 

TAATAOTPCA AATITGTACA TTTATTTATT TK3CTTATTT CTEAAICTTA CJIACCTATTA 180 
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TnCTATAAT T3AAAATATT TTA'JTiTATT TACTAAATAA AAAATAATAA TTAAA3AAAT 240 

AATAATAATA TTCATTAAAT ACTTTAATAT TAATA.TTEAT ATATIATACr TCTTTATCAT 300 

TTAGGAGGoT ACCTCATATT GCTCACEAAC AATAQ33333 TGAAOCCTAC GCACCEAAAT 360 

GATAAGAGTT TA1TATTAAA TTATATACTA TATATTAIAA GTAAATTATC AAACCATATA 420 

TAAQ3TATAT ATATTAAGAA ACTTTCACIG AL.'lUJl'1'IftA AOTCJIAATAT TIGAGCTATT" 480 

ATAAATCTTr ATGATTKXT AGGTTTCGAAT CCTATAACTT TDGTATTAAA TAATTATITA 540 

AAAXAATEAA AAATAGTTAA TAAIAATGAG AACATGATOT T33TICAGAT TAAQ33CTAA 600 

CTAAQ33ACA TTACACATGC CAATC 625 
(2) INFX3RMATICN FCR SEQ ID N0:920: 

(i) SB?JENCE CHARACTERISTICS: 

(A) LENGIH: 677 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANTKENESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1572UP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 920: 

GATCCGTGTA TTTITTATTr ACATTATTTA ATEAAAAATA A1GATTTAAA TAAATATTTT 60 

TTATAAAAAA TAATTAGTTGC ATTCTTACAT GTTCATTAAA GAATGATTAT TATCAAAACC 120 

ATCAACTAAT TGTTATATAT TTATTAAATA TTAATTTCRC TTAATTAAGA ATTAGGAACT 180 

TTATCTATTA GTCKXGCTG TTTOCX.TJT1' GATTATTAAC CITATOXTA ATAATCTGAA 240 

ATATTTAATT TEAGATTAAT AATA.TATICT GAGATTTAAT ATTTTTAATA AAATAAATAA 300 
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AATAATATTA ATAACTATAC CATAIATATC TAATATTTAA ATAATCATAC 360 

TAACATATGT TIOGTAGAAA ACCA3CTATT TCCAAATCAG ATITGACTTT CTCTACTEAC 420 

CATTATTCAT CAGATAATAT T3CTACATTA ACCTGTTCAA TCGTTITEAT AmTATTAT 480 

ATTTTAAATA TAATAAATAT AIATTTTAAT CATTTGATAA TACTAAGA3U ATCTGCTTTC 540 

033TTAA1TA ATATTAACTA AATTTAATTT ATTTTAATTA ATTTIAACAT TCTTAAATAT 600 

TTATATTATT TTTAATATCA U'l'lTi'lMTT TAATATTATG CTAATATTAA TTACTTOCIG 660 

ACCCATTATA CAAAAGG 677 
(2) INTCRMATICN FDR SEQ ID NO: 921 : 



(i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGTH: 623 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii> MXEEULE TYPE: DNA (gencmic) 



(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1573RP 



40 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 921 : 

GATCCCTATG GAAATTATTT TTITATITGA ATEATCTTTC TOCAGAACAT CCAAGAAGAG 60 

TCTCAGAGTG GT033CAGAT ATG3CTTAAA CTCTOCTTCC AAAGATTTAG AAATAGATTC 120 

GATAACAGAA ATGATTGTAA TTT3ZAGITT AATAAATGGG AAGAACTCTT TAATGACTTC 180 

AAATATTTCG TCAACATATG GCCTGATATG TTGCTTCACA ATIGATACCA TAACAOCTAA 240 

TTGTIGAAAA TAAAACTCAA GTATTGATGG AGGACAGCTA GGCATCACAT TAATCATTCC 300 

TGGAATAATT TOCTTTAGGA AG3AGACGCA CCGGAGTCCC AATGTITGGA AGATGTGCAT 360 
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CACT3DCTUT ATCACAQCAG TGTGATGAGA AGATAAAGAA Q3AITXTP2A AAATTITCAT 420 

5 TAGAGTATIG ATCACGACGG TIGGATAATA TICTTCATTG GM33IGACA TACCTIGCAT 480 

TAACAAAGCA ACATCTA1GG ATOG33CATT TKJTTO3ACG GATATAGGCG TXTXXMGT 540 

'° TCTTTCAACT TCTCTATGTT TATAA033TC CAGAGCTCCC AGAATCCCTA TTAGTCTAAC 600 

TCirroccK: cttatoctit 033 623 

15 (2) 3ZNFCRMATTCK FOR SEQ ID NO: 922: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1573UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 922: 

GATCSGATPG GACW3CGAGT ACGAOQGCCC CTCTOOCOCT GCCAQCGCCT CGTK33CAAT 60 

GTAAAAGTCG MXJKXJICCG TOCCGCGCTT aXftOOCAGG TIGTICGACA TCAMGAW3A 120 

TGACGTAAAG OCCGTGAACG ACGTCOCCGA OJKXmZTTG CCAAAGAATG O^GACCCGCC 180 

AGCOCCCATA OCGCTCCCQC TCTCOXCAT ACCGCTCATA CTGCTACTCT TGGCCGTCTT 240 

GGAAGGCTGC GCAGT03CAA TIOOJJL'VJD GAACACCCAT GAG33CGAGT CGTTACCTOC 300 

AAATCCCAAT TTOGTCAATC CTGTACCATT GTCCATGACA ACAOCAQ3AT TATTGAGGTA 360 

TGACATGCTG TATTCCK33T CTCAAATOCT TCT3GTAGAC TTGIGTGflGC CTTTOXTrC 420 

GGAIGGCTTG TCACTTACTG GCTTAAGAGT GCK333K7IG GAAAAQ33ST C7TAATQD3ZC 480 



1175 



EP 0 866 129 A2 



TO 



15 



20 



25 



30 



35 



40 



45 



SO 



55 



TTTCGTTTTA CCTI^ATCACC ATCACCAACC ACGOI7>CACC TC3CGAAAGG CAACCCCGIG 540 

CCTTGTGAAG CG/*3G£CAGC CCTCGTACGT ATTIXUUUA GOZAATTOGT GOCCCKTOC S00 

GTICCTCGflG COCTCCTXT OCftlUroCEC TCTTGACTOG TTIATGAACC TTGAAACACG 660 

GCATATAGCG ACACOSACTT TCTCCAGGTC TGTAGAGTAG CGZACATCCG GCGAA 715 
(21 INFORMATION FOR SEQ ID ND:923: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LQ-CTH: 602 base pairs 

(B) TYPE: nucleic acid 
!C) STRANDEENESS : single 
(D) TOPOLCGY: linear 

(ii> MOLECULE TYPE: ENA (geronic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1574RP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 923: 

GATCCCGAAG CTOGTCT3TT TCGAATTC33 GATATTTTTA G3AAGTAOGT TIGITCCAAC 60 

GAC3TTCXTT CCATGCATCT TCCGGOGTTG TTGACGCAAC A' l ' j'l M C ACTC TCACATTCCC 120 

TCAACACCTT TCCTATCTAC TACCAGTTAC TGAACCTTTT AATGTCTGTT AATAAAOCTT 180 

TIGAGTTAGA TAATICGCTG COCTACAGTC TOCATCCG1T TTCATTGCCC AACCCA1CTC 240 

TAACTCTAAT TGAAAG3GAG AAGATCCTAT ACAGGAAATr AACAAAGGAG TCTGT3GCAC 300 

TAGTTTCGGG T333GQ3TGC G3ACATGAGC CIX3ZCCACAG CGCGTATGTT C«33AG<3GCA 360 

TCTTAACCGC G3CTGTCGCA G3AGACATTT TTC03TCOCC CTICGACGCCT CAGATTTICA 420 

CTGCAATAAG GATTCCTACA AACCAAGCAG CTGGAGCATT CCTGATCGTG AAGAACTATA 480 

CTGG03ACGT TCTICACTTT GOCCTGGCAA CTGAGCGTGC TCGGTCTATG GGCATTCATT 540 
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GCCGCGTOJT TATKjrro3T GA1GACGTAC TOTTOOKXT AeCAAG33TC CACGAATT33 600 



AC 



(2) INFORMATION FOR SEQ ID NO:924: 

'0 (i) SEQUENCE CHARACTERISTICS: 

(A) 122 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDETNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
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(A) ORGANISM: PAG1574UP 



602 



25 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 924: 

GA.TCAAAAGC GTCAAGCTGG AGCGTAATGA GGAGCAGCCA GTIGTTTCGA TOGACTQGGA 60 

CCAGCTGTAC GACGTGTCTT CGAACATAAT GGAAGAATTT ACAAAGGAAA TOGACGAAAT 120 

AGTOGCAGAG CTCAACCAGT CGTICAAGGT ATOTAGCACG ATGAACACJ3C AG33CGGGCG 180 

CGTTACTAAC GCGATGGGTG CAGAAGCAAT TOLUTIUJCA GGACGCGGCG TTEACCGTCG 240 

ACPCOCACAG AG033CCACC CGGTTCOCCG CTGCGGAAAG CTOGATGAAG AGCAAAGAGA 300 

CCO^CCTGGA ACAGAAQCCG CGGGAOZTCA AT3CATCQ3C GCGCATCATC AAGAGCACGC 360 

45 TCGAAAATTT GA03CAGGGA TAGTCCCGOC CGGCATCCGT CATOCAATGC CTIGCTCAAC 420 

ATTACATGGA TOOGTTATTTC TGQCTATGTA CAAACATAAT TTACGCGAAT TEAOCTTTCT 480 

SO TCCAAG3CCT GTCCTCGGTG TCTOCOCCAT 03GC03CTTC AGTTTCACTC TCOGAGACAC 540 

C03CGTCTGA GICAAACTCC TCCCCGACGT CATCG1LUTC CGACTCCGCC TGGAAATCCT 600 

65 CGIOCACAGA CTCATOoTCC TCTOCAGCAG AACCATGTTA ACGTCCTCAT CTCGCTC7ICA 660 



1177 



EP 0 866 129 A2 



GAACCAAGGG ClUmUHAG GCQCTTGCTGA ATCTCTTTCT CTTOSTTITr GACGCGGACG 720 



TT 



(2) INFORMATION FOR SEQ TD NO: 925: 

'0 (i) SEQUENCE CHARACTERISTICS: 

<A) LEM^IT-J: 589 base pa±rs 
<B) TYPE: nucleic acid 
<C) STRANPFTNESS: single 

,s (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: (genomic) 
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(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1575RP 



25 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 925: 

GATCCAGTAA ACTICAGCTC ATCGTGAGCA ACCGACGTCA CCCCACCACG CGCAGGCGAT 60 

ACTCCGGTGG AAATCACCTG AGTATATOCA GTACICTICG AACCATCGTG AGCAACCGAC 120 

TCCACCTCAC CACGCGCAGG TGAAAGTCCG GTGGATATCA CCIGAGTACG T3CAGGCGAA 180 

CTCCCTGCGG AAATCACATC ACTATCAGCA GGTGAAACTC CACICGAAAT COXTGAGTA 240 

40 CGTGCAGTAG GCCTCGACTC ATTGTQ33CG ACCGATGTCA CCTCACOCOS CGCAGGCGAA 300 

CTGCCTCCTG AAAT03CATC ACCACGCGCA GQCGAGACTC CAGTGGAAAT CACCTGAGTA 360 

45 CGTGCAGGCG AACTGCCT3C GGAAATCGCA TCACCACGCG CAGGCGAGAC TCCGGTGGAT 420 

ATCAGCTGAG TOCGTGCAGT AO3XT0GAC TCATTGTO33 CGACCGATGT CACCTCACCC 480 

SO CT3CGCAGGCG ACCTTCCAGT GGAAATCACA TCACCACGCG CAGGCGAACT GCCTGTGGAA 540 

ATCACCTGAG TACTTGCAGT AGGCCACGAC CCAN3STGGG CAACTGACT 589 
55 (2) LNFORMATICN FOR SEQ ID NO: 926 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 684 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) OPGANISM: PAG1575UP 



<xi) SEQUENCE DESCRIPTION: SEQ JD NO:926: 

GATCAAATAT CAACTAAGOC ACTAGTTTTT GGTCTAGCTG CTCAAGCATC ACCGGATGCT 60 

CAGAAODGTG TAATTAACCT ACAATCTCGG ACTTCACCAC CCAAATCTGA AACACATTCG 120 

CATATACGGC ACAACGCTTC TAGCGTGTAT CAGTCGGAAA CAACAKATAA TATAACIAAA 180 

GATACCQ3GA TGTTTTCTGC AGTGAAGTCA GGCTTTCCCC ATATACAACA GAAAACCATA 240 

TCAOCAQ3CT CTGAACTTGA TGACACTGAC TTTCAGAGAA CACAAACTAC CAGCACAGOC 300 

CCACTTCCAA CTTCAAGCGA ATATGACTCT GCCCCTGTGA CAGTTCATGG AGGACTTGAT 360 

ATTTCTCCAA GACCACCTTC CTCTAOCTCC ACAGATTTCG ACGAGTATCC AACTGGTACA 420 

ATAACAGAGT CACACAGACG GCCTTATAAC GITAGOCAAC TTCCCGAAAA TAAT333AAC 480 

TCAOC7KXXA CTCGTGTGAT TAAGAGAAAC AGTTCKJITC TCAGCTCGCC T3SAAGCGTG 540 

ACCACCACCC CAATQ3TTAA TCRAGCTACA GTACTCAGCG CCTCGCCQ3G AGCGGTTAAA 600 

TTAACCGAGA AACAGCAIAG TCCGGCATCA TCTTCAGATA TTICCACAGC CAATAAAACA 660 

CATTCGAATT CTATTGATCT AAAC 684 
(2) INFORMATION FOR SEQ ID NO:927: 



(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH: 732 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECUUE TYPE: ENA {gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1576RP 



<Xi) SEQUENCE DESGRIPTICN: SEQ H>NO:927: 

GATCTTC7IT3 AGAACACTCA ACATCGGCGT AA3TOCAGAG CCCCCGGTGA CCATAOCGAT 60 

TTTCTKJEAC GCATTCGTCA CATAGCTGAA CD7TCCTACA GGAOCTTTGA ATTCCACAGT 120 

TTO3CCTGGC TGTAGOCXZAG CAAACCATTT GGATACCTTA GCGTCGACAT AAGATTTGAC 180 

AATGATATCG AAATGGCCCT CGGCAAATTT GTK33AGATA a33STGTAGT AACGCACTTC 240 

1TCTACACCA TOCAGCATCA CCTTO3CAGC TAAATGAAAG CCAGTAGGTA TATCAAGAGT 300 

1TOCAOXTT GAACGGAGCT TGAATCICTA TATO3CAGCA 'I'l Tl ' lULTiA GAAO3ATCO0 360 

TICTIXZCAAT TCTAATG3CX3 TOCACTCATT TGGAAGAATT GAAGTCCTGC TIXZTGTATGC 420 

TAGTEAGCAGG CGTGCACCTA CAAACATTGC CAAAGCTAGA ATGCCEAGAA OGTACCATOC 480 

GITCXXCGCT GACCAGGOGA TAACAAGAAC GCCCAATGTA AAGATGOCGC TGGGGATCAA 540 

GATCCCATGA ATGGGATCAT CCAATATCTC CATACCTCTG CGT3COGTCA TACTAATA3T 600 

TIGAAAGCTC GTOCJTAGCTA TCGTCTAGEA AGGATGAGAC 03GTTAATAT ATGCTTCCTC 660 

CTAGTTCTAT AAGCACG3AC TCTTTGCAAC TGGTGAAGTA TCGKTEAAD3 GTCATCATQC 720 

ATCTGCCGAA AA 732 

(2> INFORMATICN FOR SEQ ID NO:928: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 724 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLCGY: linear 

(ii) WDLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31576UP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID WD: 928: 

CATCAQ30CG GACCOGTEACT TCCA3GAM33 CCTCACGAAA CDCAA0333G OCGPGGH333 60 

CTTCTCGftGG Tl'iTlCAACG AGA0333CTC G33CAAGTIC GTOCOGCGCG CO^KJEAOGT 120 

03ACTT33fiG CCGA/CGTrGA TCGACGAQ3T CO3CAC03X COCTACCQCG ACTICTFCCA 180 

OC03CiAGCAG TICMCAQCG CAA^GGfiGGA CG033CGAAC AACTfiCGCGC <7T333CfiCTA 240 

CACGOK333G CQCGM9CTCT TG3ACGA.TAT CCTAGACCOC ATCCGCAAGA TCTCOGACCA 300 

GTGCGACQ^5 CTCCW333CT TCXTCTTCAC OCAL'l LUL'JT 03D37P3GTA O33XTC0GG 360 

CTTOGaoroG CICCTTTTGG HjCPGCTTTC TATCGACTAC CQCA^AAAT 03AAATIQ3A 420 

GITTGCtCTG TATCOCOCGC CAC^OSTGIC C^CCTCajTC CTGGPG3CAT ^CAACACCGT 480 

GTTOACCACC C2CACCACAT TCGr*3CATOe CG?£TCTACG TTCAH37ICG A2AACGAOX 540 

CATCTACGAG ATGTOCAAGA AGAACTTGGA CATCTCGAGA CCTAGCTTTG CGAACTTGAA 600 

CA^CTTGATC GCCCAOGrrCG TC^XCTCGGT G^COXGTCA TTQCGTTTCG J03CCTCCTT 660 

C^AACGTGGAC TTGA^CGAGT CCAGACCAAC TTCCTOCCAT AlCCAfcSAAT CCACTICCCA 720 

TT3G 724 

(2) 1NFCRMATICN FOR SEQ ID N0:929: 



(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH : 686 base pairs 



SrXV.lt>- <FP D««<i129A2 I > 
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(B) TYPE: nucleic acid 

(C) STTIANDEIKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

<Vl) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1S77RP 



<xi) SEQUENCE EGSCRIPTICK: SEQ ID ND:929: 

GATTXGTTTA GAGAAAAACG GIKGCCCGGT GAAATACOCA TITGACTOCG CftG«3033CG 60 

GAAAOCTAGA TTTIGTCCAG TGGCAAGTTC ACTO^TTTOT TTATTICGAC 120 

AATCGACGTC TTCAGCTCCC CUiCTILCAA CC£GGTGAGC TTGTTGAATA AAGCTGTAAA 180 

AACTGCCTGA AGAGCAGTCA CCACCAGATA GAACAACAGC ATCAGGATAG AGACGTAGCT 240 

GACGAAGCCA GTCGAGAACT TTTCAA.TT.flC CTTCAACAGC CCATAGGCTG CAGGAGTGGT 300 

AATCATGGAG GAGAICATAA ACACTTTTAG CTGGTCXCTT AGCCATAGCT TGACCGTGGA 360 

CTTGTTGAAC CCGAATTTTT CCTCCAGCAC AAACTTT3TAG TAATAQCTCC CAAACAACCC 420 

CTCCCACCAG TTCAOCTGTA GC/IAGACGAT CAAAAAGTAC AQ2GACTGGG AGAJGGTCGA 480 

TACTO3CACC ^GCATGOCOG GCATGCGCTG AOCTZ*2CtCC ACTOCTAGGT TCCACAICCG 540 

TOGCACOCAG TOSTACTTAA TCATTACCAO ATTTAGTOCC AQGAACACCA GATT7ICTAAC 600 

CAT7>CGGTAG CGTTACTTGG CCCGCTCGTA CGCCTGCGTC TTTT5CATTG TTICTTTATC 

AATAACGCCC TOCAGTTCGCT TG33TA 

(2) INFCfWATTCN FOR SEQ ID MO: 930: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LEM3TH: 699 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTiESS: single 
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(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1577UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 930: 

GATCTTCGfiC ACTATGTAGG CCGCGTAGAT GW3CAACATT ACCACGC^GT CCA33ACGGA 60 

CACAOCGTIC ATCAGGCATA OGTAGCCGAT AATGCAGACG GCCAGCATCG CAAflCAGTAG 120 

GTCCACGATG ATOGAATGGC QCTCCGCCGC GCCAAGATTT AOCCftOGCAG ACCTCATCAC 180 

CATAAATATC GOGCCCTGTA CCSCACAGAT GATAACGCCG OV3303CCCA GCAOOTCACC 240 

CACAGACAAG GCGGCGGCAT TGTTGGCCGC GITCCACGAC ATCAGACTGG AGAftCAAGTC 300 

GGGCGACGAA TTGCACCATG CCftGTAGGAT GOCTOCCAGA AIOCCCTTGT GCGGCCGGTT 360 

CCGTK3GCTC GTCAAGGICA CCACTATGGG ACATAAATAA TCAGAftGCGG AAACGCCCftS 420 

CAACACAAAA CMCGCTCA GATGTAGAftC CGTCftXACC JCGAaCCCAG GGATAGCTTG 480 

TTCGTCTCGT ATAGATACMT TGGATGTGTG ATCCGTGCCC ATGTACTTGG TGCATGGTCC 540 

ATCCTIOCAC TCIXXCTTIC CAGGTACTTG GTAATA3TA3 TGGTJGCCAC COCAftCACTG 600 

GTCAAAAAGC JO^CCTRAAA CCTCAATATG TAAGGCGTGC GAATGGTfiGA TGCGTTATTT 660 

AAAATGCAGT GCTTGAGATG AAC?GATAGA CTGGTGCOC 699 
(2} INPOPMATION FOR SEQ ID NO: 931 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 672 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEINESS : Single 
<D) TOPOLOGY: linear 
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(li) M3LHTULE TYPE: INA (generic) 

(vi> ORIGINAL SOUPCE: 

(A) ORGANISM: PAG1578RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 931: 

GATCATCCTG CTGCGAGTTG AAGrTCATCTT GCGATTCCTT CATGCATAGG AGTTGGTTAG 60 

CACCAAACAT AGGATTCA3T CTCAAGTCCA CCTOCGTTAA CCGTICIGIC CTATACTTTA 120 

AGTAGTO3AT CAACTGTCTT GTAGAGTGAG CCAGGTTATT AAAATEAAAC CIGTGGGAAC 180 

TATCCCGGTC TAGTOGGAIG AGATIATCGG TAATCTTATT CAC3GACRCCC CAGTCCTCGT 240 

TCGATAGACG CTC3CIACCC GCAGCCTCAT TCCGCAACTC CTEATCGATA TCTATTOCAA 300 

GGATC*TCGTC CAGGAGAATG CTACCATTTT TATCGTTOGT AATGAACTIG CCTCTACATC 360 

G£GCAAAGCA TAGGTGTTTA ATGT33ATAT CCQCTAGATC GAACCCAGAC TCATOGCOGA 420 

CTTTCTCTGT A3CIAGCCCA AAACCATGCA TXTOCAGCTT CAAGACAATC GOCACAAGCT 480 

GCGAl'IG'I'lC CCATGTTriG CAAGGAAGCT TTACGACATA T3GGATTCGG TCATGGCGGC 540 

CATGTTCAAA GTITIGCfiGC ATTAGCACGC AGCTAGTGGA TGGGGTGAAC ACGATCCTAG 600 

TAAGGACGGC GACGAACTCA ACCTICTGTG CTACAATATC ATCACTGGAG AAAAACCTCA 660 

GAAGTTCCGC GG 672 

45 <2) INFORMATION FOR SEQ ID NO: 932 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£NJTH: 737 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDEINESS: single 

(D) TOPOLOGY: linear 

55 <ii) MOL£OJI£ TYPE: ENA (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1578UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 932: 

GATCrnrrc TCcrrcrnT ccttfaaaca gaataataat tgaacaggta ccgtattatc 60 

QCCGCATOCT AAGTGCACCT TTC3ACCGAGA CACnTAGIG ATATTTATIT TGCTOGTGIG 120 

CTCGTATACG TO3QCCACGA CTITCTTGCC ATTAATCTCG TCCTIGGCGA AOZCC7KXTC 180 

GTAOCA-TCCT AACGCACTCA TEAATOCCAA TGATCGCGGG TTGATO3CCT CACCCCCAIC 240 

CGAAACAACA CAGACACATA TOCUirTCCA 03CATO33CC CCCCAAATAT CAGAACOCTT 300 

COGTDGAGTC AAATATTTTA TCTIGTCCAT GACGOLTiTr AATGTCCGTG CCAATAATAT 360 

GTOLTITITCG TIGTACATCG TTATCACGAT CATGATTICT GKXTACGCG GTACAGCGTA 420 

TITTAATTOT CICACGGTAA AGTTCTITSG CIGAAACTCA GCTGGCTCAC AGGTGACH3C 480 

CTGATATCGC ATCAATTICT ATKUTIOST CAAGTAATCT TCTCTCATGC CTCGTGCGTA 540 

CTOCGACACT ACOIGTTCAC TGACTGGACA ATCAAAGATA Afl Ljl 'l TU CTC GATATAGCTT 600 

GAACTTTCGT AAT&CAATGC GATTTTTAGG CTGTTTCGAC TQCGGTAAAC CACTCAGAAG 660 

CCGTICTGAG CTGAGATCGC TGCAGTCGCC AGAACCTICG GAACCGGAGT ATOCCGATTA 720 

0333CTTAG0C GAGAGAT 737 
(2) rHFCKMATICN FOR SEQ ID NO: 933: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1579RP 

(XI) SEQUENCE DESCRIPTION: SEQ ZD NO: S3 3 : 






10 


GATCGAAATA CCACTGATCG ACCGCGGTOC CTCGCTTKXr AGCTGCTOCG ACAGCCGCTC 
TO?CAGATAC CO03CAGAGC ATCtCTTTTC CAACACCATC TTCTCGTfiCC GTTCG3GAAG 


60 
120 




IS 


TGACCCTACT ATACXTATGA TAATCACCTT CTIGTCCTIC AGAGTOCCCT CmmUL'lT 


180 




j 20 


CTTCAGGTAA AOGrTCCGATT CTCGTAGTAG CCACGGftJCG CAGACGCAAT 
CCOD3TO3TC CACOGCATO3 GATGGAAGTA CICtTACCGGA GAGTGGCOCG QCAGAAGCAC 


240 

300 




2S 


OGAG-riwriu ai_uL-X_gAOCA CGTACTCCGA CTGG'IU-TUJ AGCGGACACA CCTCGAGCOG 
ATACTCCTIC AG033CAACT GQCAGTTmG TGACCOG3TG TT03CAACGC TCWXTCGCC 


360 
420 




30 


CTCGACCAGC CCCCAGACCC OCGCCATGTC TCCCAIGICC GQZAGGTACT CCGTGTGCCA 
GCAOCAGGAG TCATTKXTC C03CTACCGC CTOCAOCXXX7 TCCTGCTCCA C03TATGCAC 


480 
540 




35 


C-lu_riU^JA G'ltaoCTGftT CGTACTCCGT OCICTGGTCG ATCAGCAQCC CGTCCTCGGG 
GGTCTGCCAG AACGGCATCC ATCCCACCAC GCTTTGTAGA AACGAGGTCG TO333DGCCT 


600 
660 




40 


OCA 

(2) INFORMATION FOR SEQ ID NO: 934: 


663 




4S 
SO 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genonic) 






55 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1579UP 
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(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 934 : 

GATC02A033 ACCGCGAGAC GAGTTCCTCT Q3ITCTGTCG ATIT33CGWIG GT^333DQCC 60 

TGACCT3333 ACAGCAGACT T3XGTCAAA ATCAOZX7FTA OCCTTZAOCTG 120 

TGATGACAIC AGCCAAAACG GCCCTrCGGTA AACACCTKXT GACQCGTTCG TTGACTTGAG 180 

GATCAGTTTA CCGTOCTTAC CCTTCCCGTG C3XnTTCG AACGACTGGC Q3AQ3JTCTC 240 

AATATCTKTr GAGAGCTGTT OCAGCGAGAT ACOCTCTICT GGAACGTAGG AAACCIGTGC 300 

Q3ZCACCGCC AAGGCAGCAT ODGTTGCCAG ATAGCCIGAG TTACXZACCCT CGACATCGAC 360 

GACAAAGACC CGCOCTCTTG T3GAGGCK3C CGACTGCTTC ACAACA1CAC ACTACTCCAT 420 

TAG03ZATTC AGAGCT3TGT CTGAACCGAG CGAAIACICA CIGCtCGGGA CGITAITCGA 480 

AflL?IUriUCT GGAATGAGTA. CCATTG^TAT TCTGAAAGCT Q3C7TAGTTCT CACGGGCOCG 540 

CIDCAATK3A TGCAAGGAGA CGAAGGCTCG AACCCACCAA CAATAADCAA GCCGTCAAAC 600 

TTGTACTTTT GGAAGTAGTA GGCAATCATC CCAATCTCTC CATCTICTG3 GACAGTTCTG 660 

TTOGTITCCCA ACTCQ1AACA CCQCGAGATT GCCAGCCAAG CATATCTTTC CAGTICAACG 720 

(2) INFORMATION PGR. SEQ ID NO: 935: 

40 (i) SEQUENCE CHARACTERISTICS: 

(A) IM?m: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
45 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencmLc) 

50 <vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1580RP 

55 
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(xi) SEQUENCE DESCRIPTION: SFQ ID NO: 935: 
5 GATOCUTCJTC GACAAGTTOS TCACGTATAT ATO333Q7TG TICGAGCGCG TCTGCGTGTA 60 

ccotocgaac cax^3coct gccatctcga agacatcatg ctctt3cgtc tctaciocog 120 

»0 ocaggcgcgg q3ccaoccgc tctix3ctcat gqjgatogtt (cagocggtog cogctvrccta 180 

cq33ctocag acactcctct (xgaccaogt attgatcatc a1tcaccgca agtttocgcgg 240 

15 q33acagica tacttgatga tctxgcigcg agggaacgca a^occqcoca tcttcacqcg 300 

o033cocttg cicgacacta tc033cacac aaiacocaac atioccgaoc oc03gagcct 360 

«3cgctcgcc cqsttcctca. ctococtcac gaagcgcgcg ggtoztcaga aaatcticaa 420 

agactggtcc atctactocg acaaatccat atqgcg g acg aoxxctgatc actcqxcaa 480 

tg32attc7tg ccciacctcc cgcactcctc cacodcgatc gacgaatcca tctttgagta 540 

tttcato7tc tattggaaaa ccqcaacagc aaaccacicc acgftacaaca tittccacac 600 

cgntctictc aaocaattcg aaacganctr cx7tcaagagt atcccggcga cgcatccact 660 

ttcicgattg ccq3gagcag cicatosact ocattatoga gatckttttc qcgagtcc 718 

(2) INFCffMATICN FOR SBCj ID NO: 936 : 

(i) SEQUENCE CHARACTERISTICS: 

<A) LEN3TH: 705 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 
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(ii) M3LBCULE TYPE: ENA (gencnuc) 



(vi) ORIGINAL SOURCE: 
£0 (A) ORGANISM: PAG1580UP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 936: 

5 GAICCT1TIC ACCAACAGCT GICTG33CCA Ol'IXSCOXCT GCOVIGAACT M-WGftOX 60 

AGICAAACCG CTGACGAACC TCC03CICJ3A CaGCTTTACA CTCCCG333T, A037K3333T 120 

10 TTOCGCIGAA CAfiCGTOTAC TCIX7TOCCQG TACAAGACGG TCOICflGATG GAGCTOCTGA 180 

AC«3GTACCT GCflOZAGTTC CCGCAGGAGC TCOCCACGCG G^TOCTOGAC CGTCK5TATG 240 

15 Q3QCGGAAAA GGCACAQOCC TCGAAGTTCT OXTOXCTT CACAAGGCGC AAGTTTATGA 300 

ACAAGOCGCT GIAA33CGAA ATAGGTACGT AOCK33CG3C GCXZAGGAAGT ATHTCAWG 360 

20 TTCOCIGTAT CCCTAOGAGG TmUo'lGCC GTGTGCCTIG TIQGAGCGCA CC^GSAGTTC 420 

AACGQCX33AA OCTCOGAOCT GTTCCCOSTC TTTCACGATC GCCTICAOJr CAATQCTGAG 480 

25 CTCKX7KJITT TK3333CX33A AQXTTO3AT CCCO3D0TCC AOTrCTCTCA ODQCCTOGAG 540 

GACMX3CTCA TAGTCTCCAT CnUITlUC GCGCTCTTTC3 TATCTTTGGA. AC<3ACTGAAC 600 

30 CATC^ICTTCG ATACC033CT CCACTCTGCT GATCATCTCG ATC03CTCGC CCAACAACTG 660 

a-Ixtgcgctpcg cit/noaoCT cc*xticocta atcatctoct ggatt 705 

55 (2) INFORMATION KR SBQ ID NO: 937 : 

(i) SEQUENCE CHARACTERISTICS : 

{A) LEM33H: 665 base pairs 
40 (B) TYPE: nucleic acid 

(C) STRANDEEt-ESS : single 

(D) TOPODDGY: linear 

45 (ii) MOLECULE TYPE: DMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1581RP 

SO 



(xi) SEQUENCE DESCRIPTION: SBQ TDNO:937: 
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GA37rTAATT TAAAATTCTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TAHAATCTTA AAATCATAGG TAAAAATACT TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTEAA TTGATTCATA AAGAAAAATG GAATTATTTG TQ3CATCITA 180 

ATTTTTATTA TTIAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA AKTTTATAAA 240 

ATAAATAA3A AATTACTTAT AGAATATTTA TEAAATAGIA TTTAATTIAA T3TCAAIA3T 300 

'5 AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTCATATATA 360 

ATTTAAITTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT TAAATGTACC 420 

20 TTTCATAATA TTTATITTTA TTAGTtTIAGT AAXATTTCTA TTTAATAGTC TAC OJI'ITA A 480 

TTOGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATTAAGAA TACTEAAATC 540 

TAATAATTEA TTATCTAAAG TATATAAATT AATTAAATCT TITITATIAT TATTCTAAAT 600 

TATTATTAAT TAGTAAATTA TATTTATTTA TTTTATTAAC AEAMTTITC ATAATAAIAT 660 
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ATCAT 

(2) INFORMATION FOR SEQ ID NO: 938: 

(i) SEQUENCE C3-JARA7TERISTICS; 

(A) LE*ETO: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LT1A (gencnric) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1581UP 



(xi) SBDUENCE DESCRIPTION: SEQ ID MD:938: 
GATCAATTAA TAAATOGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 
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CTAGCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

ATTCAGTTTA TATTAAATIC ACCACCICTT ATICATTCAX TEAAIfiCTCC TCTAATICAA 180 

TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGTT TAGTGGATAT AGI1TAATIG 240 

GTAAAACATA TrjnTTA033 ACATATATCT TCAGITCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT TTAAITAOG TOTLACCACA AGAATOCTGA AAQ2ATTAGG 360 

GGTGTGTACC TTAGCTCTCT AATTAA/CTT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

AATTAAATAA AIAAAIAATT AATTAAATTT AAAAKJITTA AAAAAAGAAA TAAATAATAT 480 

GTTATATTTA AATAGATCAA AATTTCAACA ATITCCATIT CATTTAGTAC TACCATCACC 540 

ATGACCAATT GTI?CATCAT TTAGTTEATT AG3TTTACTA TTAACTTTAG CTTTIACTAT 600 

ACATOSIATT ATTGJEAATA TTIATCCnT ATTATTAIUT TTATTAGEAG TTTTATEACT 660 

AATAACTTTA TGATTLAGAG ATATK7TAGC TGAACTTftCT TATTTAOSTC ATCAEACTTT 720 

AACTGTAAGA AA 732 
(2) INFORMATION FOR SEQ ID NO: 939: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 694 tase pairs 

(B) TYPE: nucleic acid 

(C) STPANDELTJESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG158ZRP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 939: 
GATCTCAACA CGGT03TTQ3 AGAAGTGTGC AACACACGAG TODGTSGTAC CCAAATCAAT 60 
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ACCGACTCAT TTAGACATGA TCACTGATTA GAAAACGAAA TCTCIGGTIT TD33ATAACC 120 

5 03GPGAAATA CCAAOWTv^ TAACCGTACG TAAGGCCAGA CX7TACAAAOC TACTCCAATTT 180 

TGAAGCTACA CACCCCCAAC OJ1T1TATAC AAITICAAIT TTTTO CAAACGAACA 240 

, 0 TGGCAGATAG TAAGAG7CTT CGACCCCAAT GCCTCTTCGG rmTITO TTCTOGAAAA 300 

TTCTACCATA ACGTATGTO3 OOGTTCAAAA CTGATCAAAC GGGTCTCGAA GATCTTAGAA 360 

'5 TAGAQ3CTOC GACAGAAAGG GOSAGGCCGA TTCAAAAAAG AOIGCAICiAG CXTCACKCT 420 

CXTTCJGAGGC 033AGA03X ATACOCTKTT 1TOZAG033C CACCGA03JT TICIGSAAAG 480 

GAOOGAAAAC AGAGAATGAA OCGA03033T TCA3CTOCAT COGTAGCCCC 540 

GTrrcAACTC AGCGGGAAIG CX7K3GATOCG AAACTACGCC GTO33ZA03C ACCTOCCACT 600 

TCCCTIACCAC CQZA03CATC TK332G3ATT TTTOIAGCGC GCCTTGA2GA AAAQCGAGTA 660 

TAGAGCCAGC ACAATOCACG AQ333333CG ACAA 694 
(2) INFCKMATION FOR SEQ ID NO:940: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1582UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:940: 
GATCTTGTTC TCCGCATOCA GATACTGGTC GAAGCGCX3AG TICATCTCGT CTACAATCGG 
55 CTTCCAOGAG TCGGTGTTAT CTATO3CGTC OCCGAAQCCC GCCGTGTCCA CCACCGTICAA 
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cttcaacacc acgocgttct octcgatctc ogtcgigacg gictcaatct tcaccttott iso 

s ctoqccoicc tid3cccqcg actcgi03cc gitxtcficcg tcctcaagct tcaacqcgtt 240 

gaactgctcc gocuicicgt ccttcgccgt giktagctoc ttcttcaaca ao^tcttgat 300 

, 0 caag3tcgac ttocccaacc cctic<3cgcc cacgcagaoc aaatica3gt tgaacccgcg 360 

ccqgatcgac ttccgaixxxt actocttoog aag3titgcg aaaxc-acgt accccgftgat 420 

j5 cttocggtgg atcatccqca ggtictoxtg gtctgqcao: accto3cccg ccoog»gctc 480 

odcacccagt gccgtcqcca catictccit (jtojtccggh aotkxaacc ccatcktic 540 

^° ctccttcpcg tio^tgtccg agctkjk3ic ctk3303ctc gcogtcccgt toc1catem5 600 

t33gcccc0g tg<?to3ttgt ococctccc gc03togtgg cactgttggt gtttgccgaa 660 

25 tcctccigcg «mgtm3 taacatgctt oitctgattt ggta3tc 707 

(2} information ke seq id no: 941 : 
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(i) SEDUENCE CHARACTERISTICS: 

(A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ETJA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1583RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 941: 

GATCAATTAC OCTOC03CCA ACCATATXTG GATGAATATT TCCA3TGTIO COGATA033S 60 

TTOOCTCATC GTGTATGTTA TAGAOCTTCA OGTCTTCATT AAAAG33CAT GTCATGACTT 120 

TCTTOCTGTC GCCAGAGAAG GTCAAACAAA TTACAGATTG TTCTGTACCG COZAAAACTT 180 



ISIXX:iD- <FP CMWM>t?9A? I > 
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TATA/^ACCCT GAAGriuriT AACACGTCAT ATATGAATAC CTTACGATCG CTOGAAGGGT 


240 


5 


CAGTGGATGC ACI«*.v»AA TAC\_IiPCCAT CTGGTGAGAA TTGGAGGTAC CAGATTTCAT 


300 




mWITIC CGAAAGAGTC TTCACATGAC TCftAATTGAA CATCCACATA GAGCCAACtJr 


360 


10 


TATCTTGAAG CAAGTIATAA U1U.TIT11.T CTCCACAACG GTTTCCTTCG TGGTTGTGAG 


420 




GATOoTCuJT iw^-J'li^AL.' ALXJTCUOTG3 ACCGCTGGAA CTGTATAGCC TGTTTTAACA 


480 


15 


ACGTAATGAG CCTGCCCCGT QGAACCAAAT CATTCG3GTT CATATATTGT GAAAK7TGAT 


540 




CAAGCGCCAA TTGCOGOGAG GCTGCCAGAG ACCCTCCCCA TATTTTTGTT GCCTCIXZX33 


600 


20 


ATH_\_xj_AGG ACACGTCAAA ATAGTCGTCA CTGCAGAAGA C<TIGTGTCGG GAGTCATAGC 


660 




OSACTCTCCC TCGGGCTCCT CCAOCATAGA TATG3TCTGT ACAGCCACAG CGAGTCC 


717 


25 


(2) INFORMATION FDR SBQ ID NO: 942: 




30 


(i) SE0UEW2E CHARACTERISTICS: 

(A) LQ-JjTH: 716 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 




35 


(ii) M3LECULE TYPE: ENA (gencmic) 




40 


(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1583UP 




45 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 942: 
CATCGACTGG AAGTACACGT CCACCGACCG GTCAft330CC ATGIOCTGGA CGGACTGCTC 


60 


SO 


GAAU^riL" AtAiAOSTTCT TGGCGATGCG GAGCATTGGT GTGCGGTCTG QQSCGGGCGA 


120 




CCCTQCGGAG OGCTCACCGA AilTlULTlUl' UUL7IGTUJTC ACGTGACACT TOOGCCGCTG 


180 


55 


CCCCCGO^, ^LU-VHX CXCXJ3AATGG CTOOCCCGOC CTGGCACGCC GTTCCTGCAA 


240 


<i^nnrarv .-fp 
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TCACATGATT CATGATICCG CmT33333 Q3ATCACTGC GCAGCCGTW V l UJ lUJ n ' V 300 

5 TAGCCTCCCT GACAOOCTCG GCF32GTCTG GACGCAGSTC OCCGCCG3CT GICCGCTGCG 360 

TO37IX7IACG TCro33GTGA CODCATTTTC TX33^ACAGCG OOGACGCATG ACGACGAGCT 420 

'0 CGGAGOGTOC GCCOVTGfiCG ACAGCOCCCT AAAGGAGTTT CTTT IB T I03 ACQ030CCCC 480 

TCAAACACTA TATATGAOCA AAGXAGGAT GGAAGGTAGS CIAAAGCAAG AAAAGACCTC 540 

' 5 GACCAACGGT ATTXAAGTTCT AAAATCTTAG CAOTIACCAG GATCTCTTTC GAAGATTD3C 600 

ACAAGGCGCA ACGCGGGAAA GTCGAGGAGG CAGTOGACGA AATAToIAAG GATITCGAGG 660 

20 TCACGGAGGA CAAACKXGC GAGTTGACCG CGTACTTCAT OTAATCTPITC GAACAG 716 

(2) INFORMATION FOR SEQ ID NO: 943: 



25 



30 
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40 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 677 base pairs 

(B) TYPE: nucleic acid 

<C} STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MDLHTULE TYPE: ENA (gencndc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1584RP 



(xi) SEQUENCE EESCRIPTICN: SEQ ID NO: 943: 

GATCCAAAAA GCCTTCCGGG CGCG3GCACA TTTAICACAC CCGCTGTOCT TGACOGCCTC 60 

GACAATACAT CCTATGACAT O0GTAATCCC TCCTA3XJITG TTCCGACGCG QCGCAAACGT 120 

CIXAOCGTCT CGAAGOCTTC GCGCQCGAGC AAGAGTTCCT CG0CCCTTGA AGAGGAG3AG 180 

AAGCCA1TTA AATGCCAAGA ATGCACCAAG GOCTTCCGCC GCAGCGAGCA CTTGAAGCGC 240 

CATATACGCT CTGTGCACIC ATCOGATAGG CCGTITCCGT OCACCTATTG TGATAAGAAG 300 



1195 



EPO 866 129 A2 

TICAO033ZA GCGACAATCT GTOGCAGCAT CTCAAGACAC ATCOCAAG2A TQ3CGATATA 360 

5 AAAGACACGC O^CCAACCAC CA?GAAAG3C TGACITTCAC ACATCTATGC GAATACCCGA 420 

TGTTGCATTA AGAGATACAT ACAGCGCATA (IAAGCTGACA OWX7TCCCG TACGOCAACA 480 

J0 GAG3AGATGA TAAATACTAC ATACTCAATA. TATCAATACC TCCTfiCTITT QoIAATCATA 540 

TATAACIUIT TldTTCGCA CIX7TTCTGGT AACGITCTCA TAOCTTTOOC TGTTCCTGCT 600 

75 AQCTGGCCAG GATTCCCTTA ATO3ATSAG3 TCCGOCGCGC AACCAGACAA AAGTTGCGCA 660 

GCTTAAGATA GTT33AC 677 
(2) H^PCRMATICN FCR SEQ ID NO.-944: 

(i) SEQUENCE CHARACTER! JHTCS: 

(A) LEN3IH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELtESS: sir»gle 

(D) TOPOLOGY: linear 



20 



25 



30 



35 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1584UP 



40 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 944: 

GATCCCATTT TGICTTCTTC GGCEACCGGG ACGGCCAGTA GAGCATCCAG AATAGATGTT 60 

45 CACCAGTAGG CTKXCAAGT OCTCATTAGT TGZCGTCACA T33CTGCCCG TGTACATGAC 120 

AGTGACACAC CAT^TTCTAT TCATATCGAA GGTGGAAGGC OCCTCGATGC: GCCCAACGCT 180 

50 CAATCCAATG GACGGAGTTG CATCGGACTG (XJWTTCXJTG TGGAAGCTTG GAAAGACTAA 240 

TATTO3GAAC CTGAATCATG Q33ACGTGGT GATCTTCCGC TCACCCATGA ACCCCAAGAA 300 

55 AGTATACTOC: AAGCOCATOC AG33TAAGCA GTATGATACG GTGCGCACGC GGTATCCTTA 360 
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TCCGAAGAGT ACXTOCGAAG TC*XAAAGTC GCACATATO3 GTCGAQ333G ACAATGTCAC 420 
5 CTACTGGTC GACTCGAATC ACITCI33CCC CMTICGACG GC<XT1GTGG TAAGCGAGGT 480 

GACA0337IC ATAT33^G3C CATCGAGATC 033GGCAGAC CIOCACGAGG GCATO3C7TO3 540 
JO ACGOOCAGTT GTOXTICAT GATTO033GA CTJ00303TAG OCGAAOCTAC COZTACTTrGT 

ACATAGCTGA APCACTPGAT ATTA.TA.TAAT GIOGAACAAC GTOCIQCACT GCQ3CAGAAG 
'5 GATOSCTITAA GAATCCTKJT OCTCCTCCTT GACGAK7IT7T GGGAAA 

(2) INPCRMATICN FOR SEQ ID NO: 945: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LE2XJTH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
25 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencnuc) 



30 



35 



40 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1585RP 



600 
660 
706 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 945: 

CATCCCCGTT GTTCTOCACG TGTGATTOAA TATATACATA CTOCAAGTCT GTACA2GT30 60 

TCTATTATAT AIGGTOCTCA TGTTCtXXTT ACATTCTTTC TTEATACAGT TCATCICCTT 120 

45 CCGTCGTO0C ATACCCAGTG ATGOOCGTCA TACCTGGTAA CCACAGTTTC TAXAATCATT 180 

CAGOCTCAAC 1GATCAATGG AGCTGCGTIT COOOAATTTG ACOCAGAGGT TTGTATACAC 240 

so ATTGATGTCC GCCCTCGTAA ACrjCXCTTGCT AAACGTCCAG AAGCAATTCT TCCGTTTGGA 300 

ACACGAAGTG CAAGGCTTGA ATGCTATCAA CTTATOCACA TGCTTCAGCA CCGTCAGTTC 360 

55 CTTIGTGAGC ACCCCCTGCC TCACCTCGTC TGGAATCTGG CTAAGCCACT CGTITGCCAG 420 



JSC/OOD <EP 0666129A2_I_: 
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ctcagacaca titaccggtg ojk»aoiat ctcgtpgaac gnxxtkjtga ccgaggcg'ic 480 

cit3gaacagt atcgigato3 ttotgtcaca citaa!icnc tto3<vxox agatgtcqca 540 

octogggcoc gtccqcigac cctk?iactt oxhotig ataacggtig gcitxtctag 600 

cagcgagtic oticocgaac agtgcgctgc aottocodcg tit33aaoocc gaaocagatt 660 

COSACATCAG CQ3CGACATC GACAGGCOX OJX3GGACTC TQQCGAGCGC GCGTCT 716 
r5 (2) INFORMATION FDR SEQ ID NO: 946: 

(i) SECUFNCE CHARACTERISTICS: 

(A) LEH31H: 740 base pairs 
20 (B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: ENA (gerxxnic) 

(Vi) ORIGINAL SOURCE: 

<A> ORGANISM: PAG1585UP 



35 



40 



45 



SO 



(v±) SEQUENCE DESCRIPTKN: SEQ ID ND: 946 : 

CATCACTCTA CC«33GACAG TTGATTGAGT CCAGTGACGT GAATGTCAGA GAGTCACCAT 60 

TTTIDAACCT ATCACCCTCA TCGGCCAGCA TCA3TCCAAC CTICCAGCCT TTTAAATTTT 120 

CTACATTICG CCGCAGAGTC TCATAGGAAA TAATCAAIAC AGGCTTGACT ACATIACGGC 180 

0CTO33CAAT COCCCACTOC CIGACGGACT GIGCAACCGA GCCGTTOGAA AGGGAACTTT 240 

TACGTCCATC GATAGCCAGT GGCGAAAGGG CATCGGGTCC CAACCACTTC ACAATCTCAT 300 

TAQCCCAGTT ATTAACCAGG GACGAAGGGC AGACAAIGAT GGA CTJTUJA ATTGTAGGAC 360 

GAOCTTOGGA GCCCTGCCGT AGTAGOGTCC ACATTAACGC TATACATTGC AU JbTri TAC 420 

CTAGACCCAT TICATCAGCC ATAATACACC CATAAGCCCC CCTATTTGAT TCICGAGTCA 480 



55 
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TAGCIGCAIT GGCATCCAAG ATCTCAQ3CG AAOTCGTCGG GU1UJUCU1A AGAATCGQCG 540 

5 T033CGTCTC CICAAGCACC TCCPCPACTA TTGOCTCACT AOTO CCCGGATOTT 600 

TACCAGT3CC ATCGTCTT3C ACCICGCC03 CTOCCAAGAG AGCCKJIGIA TOCAAAAAAT 660 

»0 CCTICATCQC OCAOCAGIC ACACAOCG3T AC3K3GAATCT TACCCCrTCC ACTTGATCAG 720 

G3ZGTTAAAT CCGC3ZCAGA 740 
75 (2) B-JFORMATICN FOR SBO. ID NO: 947; 

(i) SEQUHXE CHARACTERISTICS: 

(A) LENGOH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRAM>EDNESS : single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1586RP 



30 



35 



AO 



AS 



SO 



55 



(xi) sequence descripttcn: sbq 3d no: 947: 

gatcaggcgt aagggcagga tatgaactat ggagacgtct attttaaact caa3ggcata 60 

taaacaccgc atatttcttg tosttaigat aacttcaatt atogaaicag tcgcagcgta 120 

gagggttggt gagagtttac cacgatatoc agtigtigct coxccqcag caccaaatat 180 

aactcagaat ttaagtttct cgaagagagt atgcaacggg 03ctiuicca ctacgattaa 240 

aagaocacca gcittcicat gccttcaact atgtcaatat aaaiatattg caaaagoctt 300 

aagctctgta tigagccccg gaaatgtttc taocaaigta gctctctcat ctpcacatta 360 

□9c7k3zigaat gogctgacca actgcaaaaa cccagtcata togtaaatag tga3gatagt 420 

cagcgcgata t7taaccgcg ggtgcaaaaa attgatttcg cccaqgatcg aactggggac 480 



1199 



EP 0 866 129 A2 

GTCTCTOCGTC TTAAGCAGAT GCCAIAAOZG ACTAGAOCAe GAAACCAAOC TTGAAGAACG 540 

5 CACOCOXX^ AACCGAOZAA CACAA0333T OOPJ^CCPCG TGCCTGACGA CTOTTAGOC 600 

GTCTOCI703 Q333CGCCCA CT2GTACTIA TTTIATAWC CTTGGATCCA GGT3CCTCCA 660 

,0 TATACAG33C GATOCGCGCC ATIT3CAGCA GCCAGGAACG CA 702 

<2) INFORMATION FOR SEQ ID MO: 948: 

T5 (i) SEQUENCE CHARACTE^TSTTCS : 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS : single 
20 <d> TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

5,5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1586UP 
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(XX) SEQUENCE INSCRIPTION: SEQ HD NO: 948: 

GATCAACAAA GTCAAATCCA AAAITGTCCT QCGAGftGAAA AAGATTCCGC CATCATK333 60 

OCTTTrCTAT agocatcaat TCAACAATCG GTTAAGCGAT TIGAAGCCTT cagccctita 120 

TOAGGGTGAT CCTGAGAAAC AAGATG3GAC TGCTAOCGAT GGAAGCAGCG GTAGIGTCCA 180 

TGGGTATGCC ACTGATGATC ATATCATK7T CACAG3CGAG AACAOCGTTT ACAG2CEAAG 240 

CCAAGGGATT GCATATCATA TAGATGAGGA AGGAAACTAT TATTATGCTG GTATCGATOC 300 

GTITACTGAT GCATTCGAAC AAGAG3CAGA TKX7ITATAT CATGAAAGTO AGGTAGAAAG 360 

CGTAAATOTC AACAACTK33 ACCATCTTIC TTCCGAIATC AAGGAAGAAA ACATAG?CCT 420 

CGATGGTAAC ATAGAATIGT ACGAITCTCA CTTTGACCAC ACTIDCCTCG ACCAGGTCOC 480 

GAAGOCTACA GAAACAATCK AAAAATACAA TAATAACCAA TACIACAAGA TCAACACGCT 540 



1200 



EPO 866 129 A2 



AATCACTGAC 1CATCAAATT GCCAGGGCAA CACTGTAGOG CIUIOV1U1G ATTATO3AAC 600 
AACTTCOoTG CATGTTGAAA ATGTCTCTAA TCAGAATTCC TTOQGGTCAT CA03CTACAA 660 
GGAGATATTC CTGAAAACTA TGATGACTAC CTTTACGAAG GGGACGAAGA TGATTTCGAT 720 



TO 



20 



(2) INFORMATION FOR SEQ ID NO: 949 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 678 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1587RP 
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(xi) SEQUENCE DESCRIPTION: SEQ IDNO-.949: 

GATCATCGAG AAGGAGCTGG AGGGCGTGGG CATCCGGCTG AACAAGTCGC CTCCGGACAT 60 

CATTGTGAAG AAGAAGGAGA AGGGOGGTTT ATCGATCACG AACACAGTGC GG^FGACACA 120 

TTTGGACCAC GACGGGATCC GCQCGGTGAT GAGTGAGTAC OOCATCAACA GCGCGGAGAT 180 

TGCGTTCCGG TGCGACGCGA CAGTTGACGA CCTGATTGAC GTCCTCGAGG CTCCCAGCAG 240 

GCGTTACATG COGGCTATCT ACGTGCTGAA CAAGATCGAC TCGCTGTCAG TGGAAGAGTT 300 

GGAGCTGCTG TACCGGATTC CGAATGCTGT GCCTATATCT AGTGGACGGG AGTGGAACCT 360 

AGATGAGCTG CICGAGGTCA TGTG33ATCG CCTGAACTTG GTGAGAGTTT ACACCAAGCC 420 

CAAGG33ACC ATGCCCGACT TCAATGACCC GGTTGTGTTG 03GTCAGACC GTTGCACAGT 480 

G0333ATTTC TGTAACCAAA TCCACAAGTC TCTGGTTGAG GAGTTCCGGA ATGCTTTGGT 540 

TTACGGTAGC AGTGTGAAAC ACCAGOCTCA GTACGTGGGT CTTGCACACA CTCTAGAGGA 600 



'XXJID: «€P 0666129A2. I_> 
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10 



IS 



20 



660 



678 



TGAAGACGTTT CTGACAATTC TGAAGAAGTA ATGTCTTGGC ATTIATOCAT GGTTTCAATG 

CACftUbTlLT CGCQCTGC 

(2) INFORMATION FDR SFJQ ID N0:950: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 702 base pairs 
CB) TYPE: nucleic acid 
(C) STPANDEENESS : single 
{D} TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(Vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1587UP 



25 

(x±) SEQJEIOCE DESCRIPTION: SEQ ZD NO: 950: 

30 GATOCTAATA AAAGCTTTTC TGCAATTGCT CTACCTACGC CTQGAAGGTC GCGTAGGGCA 60 

CAOGTTTCAA ATAGATGTGC AGGAGATAOG ACCTGCGTAT CAOCCCCCTT AATTGATTCT 120 

35 TTAGTGGAAA CCAGATAGOC ATCAGGTTTC CCACGTTTGA AAGOCAACOG GGCTAGAACT 180 

AAGGAOGGTG GGCAOOCCAC GCTTACGGAA CAODCGCCTG TGCGCTCTCC TACTTCTGAT 240 

40 OGGATGOGTA TACACAAGTT TTGACAACTA AGTGTATOGA GGGOCATGTC AATAACACAG 300 

ACAGOCTCAT CCACCGAAAT TGGATACACT GCGTOGAAAG CCTTTAAACC CTCCAATACC 360 

45 TCGTAGAAGG CATTOGAAAT CGITTCGTAT TCATCGTAGG TATAGGGGAG GCAAACCAGT 420 

T333GGCACA AGTTCTTGGC TTTGGAGACC CACATGCCAT TTTGTATTCC ACATTCCCGA 480 

so OCAGCATAAT TACAOGAGGC AACGTCOGAA GATGAAQOCC CATGACACAC TGCCAACGGT 540 

ACTICGGCCT TGCTTGGATA GODCGCCTTG ATQCCTGAAA TAGTCGCAAA AAAGCAATCA 600 

55 AAATCCACGT GGAAGAOGTG TGCTGGTGGA GOCOGCAAAT CATTTAGCQC ACCTTCATIC 660 
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ATOCGGAGAT GCCTCTCGAG AAACTCTOGC GTAGAGCCGC CT 702 

5 <2) XNTOFmTTCN FOR SEQ ID NO: 951 : 

(i) SEQUENCE aaRACTERISTTCS: 

(A) LENGTH: 685 tase pairs 
Jt> (B) TYPE: nucleic acid 

(C) STOANDELNESS: single 

(D) TOPOLOGY: linear 

'5 (ii) M3LECULE TYPE: CNA (gencnic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1588RP 

20 



25 



30 



35 



40 



45 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 951: 

GATOCTTTftCJ 1TCCTOGGAG TFIGAGGCTA GAGGTOCCAG AAAAGTTACC ACAGGGAIAA 60 

CTOXTIUTG GCAGTCAAGC GTICATAGCG ACATTOCTTT TTOATICTTC GATGTO3XT 120 

CTTOCTAICA TACCGAAQCA GAATTCGGTA A3CGTIGGAT TTJITCACCCA CTAATAGGGA 180 

ACGTCAGCTG GGTTTAGACC GTCGTGAGAC AGGTTAGTTT TACCCTACIG ATCAATCTTA 240 

TCOZAAT&CT AATTOAACTT AGT&OGAGAG GAACAGTICA TTCOGATAAT 'lUL/JTlTIQC 300 

GGCTGTCCGA CCGGGCATTG CCGCGAAGCT ACCA0XXGCT GGATTATGOC TCAACGCCTC 360 

TAAGTOKSAA TKXATCCIW3 AACQCGAIGA TTCTTTTICT CGCACATEAT M3VT33ATAC 420 

GAATAAQGTG CTTTTAQCAT CGCIGAACCA TAGCAGGCCG GCAflCTCGrTG TTCAGACGGA 480 

AAGGFCTGGG CQCETGCCQG dCATKHAA TUICATACTC COCGAGAGTA AATCATFIGT 540 

ACAOG&CTTA GATCTACAAC AG3GIATIGT AAGCACTAGA GTAGCCTTGT TGTTAGGATC 600 

TGCTGAGAIT AAOZCTTO3T TGTCTGATIT GTTTTCTATT TOGAAGTCT3 CAGGAGCAGG 660 

CTTTGAAATA GAGICTTATG TTA3T 685 
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<2) INFORMATION FOR SEQ ID NO: 952: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) hSDLECULE TYPE: DNA (genonic) 



, 5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1588UP 



10 
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(x±) SEQUENCE DESCRIPTION: SEQ ID NO: 952 : 

GATCCCGTAC ACGAAGAAAA TCGGACOGGC CAACCAAACC CAAAGTTCAA CTACGAACTT 60 

T7TAACTGCA ACAACTTTAA TATACGCTAT TG3AGCTGGA ATTACCGCGG CTGCTGGCAC 120 

CSGACTIGCC CTCCAATTGT TCCTCGTTAA GGTA3TTACA TIGTACTCAT TOCAATTACA 180 

AGACCCGTAT GGGCCCTGTA ICGTTATTTA TTGTCACEAC CICCCTGAAT TAGGATTGGG 240 

TAATrTGCGC GCCTGCTGOC TICCTTG3AT GTGGTAGCOG TTICICAQGC TCCCTCTCOG 300 

GAATCGAACC CTTATTCCCC GTTAOOCGTT GAAACCATGG TAGGCCACTA TCCTACCATC 360 

GAAAGTTGAT AGGGCAGAAA TTTGAATGAA CCATCOOCAG CACAAGGCCA T32GATTCGA 420 

AAAGTTATTA TGAATCATCA AAGAGTCCGA AGACATIGAT T1TITA TCTA ATAAATACAT 480 

CTCTTCCAAA AGGTCGAGAT TTTAAGCATG TATTAGCTCT AGAATTACCA C2GATATCCA 540 

VJTPGTAAfiC GAACTATCAA ATAAACGATA ACTGATTTAA TGAGCCATTC CCAGTTTCAC 600 

TGTATAAATT GCTTATACTT AGACATGCAT G3CTTAATCT TIGAGACAAC ATATGACTAC 660 

TGGCAGGATC AACCAGATAC TATCTTAAAG AACAACCGAA AATGCGCAAG CACACCACQG 720 



GTC 



723 
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(2) DJFORMATTON FOR SEQ ID NO: 953: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 741 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
w (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

IS (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1589RP 



20 

(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 953: 

GATCATTCAA GZATATTTAT TAATTAGATC ACATTAAACT ATTAGACCTT 0oITT03jTT 60 

QCIGGACTTA GGGITGTO^r AGTCCGTGG3 TTATATATTT TTIGTAGACA GICACCAACA 120 

C^CTTGATGT ATTICTTTGA GCTSIGTSCG ATAGGCTCGC ATTGGATGCG GCACTGCTCA 180 

TTQ3CATCCT OXCCTCAGC AATAACCATA CO33CG0CCG CTAGAAGACC GAAAAAGTAG 240 

GTITAGCTTCA TCTTJIGATA TTATTCTGTG TITAATEAAA TOGAACTTTA GTGCTCTGGT 300 

ICTCIGCCAT AGAGATCAGG ACCTKXJITA GATAICCGIG CCCTTATATA CACIGCTOCC 360 

AAGCATCGAT Q3ACK7EAQC CGACCAOCIT CCAACICAAA AGATCOGACA TCAATCTATT 420 

ACTCACA3CC AGTATACTTA CCGCTTATCA CACTAAACCC CATAGCCATG GTTACGAAGA 480 

TCCTGATCIA ICATOCCACA CAGCICXCA CTGTAAACGG ACTIGAOSTG GGCGACAGAA 540 

GOCCACTACA GGATCAGCGT AAAIOTCCAA CAGCTAGCAA CACATOCCAT TAITCTATAC 600 

50 GAACAGTAAC GTGCTTGATA TTACAGAATA OCGATTAGGT TTTTTOCTGC CAGAOCAAAT 660 

GCTATTQGTC AAACTCAAAT TIAOICAG3C TTACATTACC TOCGTACCTC GAAGGTAGCA 720 

55 ATGTTAG3CA CTCTQGCAGT A 741 
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(2) INFORMATION FOR SEQ XD NO: 954: 




5 

to 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genomic) 




15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1589UP 




20 


(xi) SEQUENCE DESCRIPnON: SEQ ID NO: 954 : 




25 


GAlvi-iVriU UUUOTATTG CAGTAGCGGT AGGOQGGCAT ATGAAATGAG ATOGCGGAGG 


60 




'IVXIUoa.'IT UAL*JAL.VKiA AAAAT33CAG TAAAAAGAAA GGATCCCGGC AACATTTGTT 


120 


30 


OCAGTGACTT TTGAGGCAGA AGTACAGGCT TCAQOCCCGC GCTGCTTTGC TGTGGATTCA 


180 




GACCACCGGT GGTGAAGGTG GTGGTACACT G33GTCAGCT ATGCTCTCAC GCTGCAGTCC 


240 


35 


AGGACAGACA TAOCGCCCAC TATAGCAGGC CEATCACATA CATAAGTAAG AAAATTAGCC 


300 




OCAGTAGATT ATIGTCGOGG TCATGCAGTG CTQCACCATT GCGTGATGTG GTGTTGCCGG 


360 


40 


GTAGTCTGCC ACCATCGTGA TACCCGGAGC CGCCAGATCC AACCGGAGGT ATAAAAACTG 


420 




CTAATQ3GAC AAATCCGOGG COGCCCOGGC CGOOOCCTCC GCCOCCGTAA GAAGGCAACC 


480 


45 


Cvaj*j»j_u'1-1VJ U*avX:ivxA ■rjLU*AL?njrf TT0G3CTGTT CG^TGGOGGC TGTGCTCCGC 


540 




Ual'rKAAijj TlTALUJL'lG IACGGCGGGG GCTGTGCCCG OCGTTCGGGT CTTT0333CT 


600 


SO 


GTA03GAGGC G3TGCGCCTT TOOGATCCTT OGG3CTGTAC GGAGTTTTTG CTCCTTTGGG 


660 




An_\jrn_UJJ LTGTATOOCG GAAGAACACC CTTOGG 


696 


65 


(2) INFORMATION FOR SEQ ID NO: 955: 




NSOOOIO <-FP 


1206 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 640 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

W (ii > MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1590RP 

T5 



20 



(X±) SEQUENCE ASCRIPTION: SEQ 3D 110:955: 

C^TCATAATG ATTTGTCTTA ATICTTITCT TAATTATTCA TTAAATAATT AATTAATATT 60 

TTATTAATAA AAAATATTKA KAKKKATOTT 03TTTAIGAT AAATTCTAAA ACTTPGSARC 120 

ACGAACTGAA GACAACTATG TAACOCC1C.T AATTAATTAT AAATTATTAT AATTAAATAT 180 

TCAAAAAATG GTAAGATTTA TCGAGGATTA TOGAATTAAA TAACATGTTC CACTCCTTAA 240 

GTCTGTAACC GTCTATTGTT TTGATTTTTA TTATTGCTAA CGTAGTCATC AO3CO0AATA 300 

CITTAATTTT CATTTAATTT ATTCTTTAAT TAATAAAAAA TAAATAG3TA TICATTGTTT 360 

ACTGCTAAAA CTACT033GT ATCGAATOOG ATTTGCTACT TTA032TTCG TTCCTCAATG 420 

TCAATTAATA TATAATTTAA AXTTTCACTT TATAM7TCTT ATTCATATAA TTATEATTTC 480 

ATCTTTACTT GAATAATTCT TAAATTATTT TTATTAATTC TAATTATTAT TTTAAATAAT 540 

CATTCTACGA ACCCTTTAAG CCATTACGAT TAAOTCTAAC OJULTl ' liail ' TTACCOCAO0 600 

TC<nt330ACA AATTTTGGTT GGGATTATTT AATTATATAT 640 

50 (2) INFORMATION FOR SEQ 3D NO: 956: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 
55 <B) TYPE: nucleic acid 



25 



30 



35 



40 



45 
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fC) STRANEEINESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ETJA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1590UP 



, 5 (XI) SEQUENCE EESCRIPTICN: SEQ ID NO: 956: 

GATCTATTAT TAGftGGTAAT ACATTTAAAC TATTAXCTAA ATTOTTCTTC TTCTTA3TTA 60 

20 TTCTTAACTT TATvTTTATTA GGTAAATTAG GTGAATGTCA TGTTGAAGTA CCAnTATTT 120 

TAATAGGTCA AATTIGTACA TTEATTTATT TIGCTEATTT CTTAATCTTA GTAOCTATTA 180 

25 TTOTATAAT TGAAAATAJT TTATTTEATT TACTAAATAA AAAATAATAA TTAAATAAAT 240 

AATAATAATA TTCATTAAAT ACTTTAATAT TAATATTTAT ATATTATACT TCTTTATCAT 300 

30 TTATGW333T ACCIX2ATATT QZTGACTAGC TGAACXrTTAC GCACCTAAAT 350 

GATA?GAGTT TATCATTAAA TTATATACTA TATATTATAA GTAAATTATC AAACCATATA 420 

35 TA&33TATAT ATATTAAGAA AGITTGACTG AGTGGTTTAA AGT0TAATAT TTGAGCTATT 480 

ATAAATCTTT ATCATTTCAT AGGTTCGAAT CCTATAACTT TCGTATTAAA TAATTATTEA 540 

40 AAATAATIAA AAATAGTTAA TAATAAOGAG AACATGATST TGGTTCAGAT TAAGOGCTAA 600 

CTAAGGACAT TAOCATOCG AATCAAACGT TAATATTATT AATTAATAGT ATTAATAAGT 660 

45 GGTX7TACTCG TGAC7IAAAAA TTAAGAATAA 1T3AACTTAAA TTTAACTAAA TAT 713 

(2) INFCFM&lTTCN FOR SEQ ID NO: 957 : 

50 (i) SEQUENCE CHARACTERISTICS : 

(A) LEM3TH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
55 <D} TOPOLOGY: linear 
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15 



20 



(ii) M3LECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1591RP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 957: 

GATCATAAGC ATCTTTAGCT CCACTATCCA TGTCTGAAAT TTOZAGCTGA TAATAAAC7TG 60 

GTTGTGT3GC OGPOCGGTCT AAGG03CCTG ATOCTEACAG CIGITACftGT 120 

TGGACACTCA QGTATOGTAA GATGCAGGAG TTCGAATCTC CHDGCAACCA ATT A1T1T1T 180 

TTITTTG3AG TTCCAATGCA ATATCAA3TC TACTGCTOCG AAAAGGTCTC C7IC2GCAGAT 240 

AAAAGAATAT AGAATAIGTA TATTTAIATA CAAGAAG03T TAACIGACTT TITATTGTTA 300 

TAATGCCATT CGAAGAGATA TCGCTTATTA ACAGCAATAC CCCCCT3CAG GTCCCCGCCA 360 

ACCGTTGTCC flGTGATQCAA AATATATACC TCGCATGATA AAGAAGGCXX: TTCATATCAA 420 

A3GGCOCAGG CATTAATATC ACCGTTCGOG CGQCCTTCAA CCAftGTAGOC ATCTITAIAT 480 

35 CTCACATA3T CCA033CA3T CICACTATGC TCATCACCGC GGCAAAACCA ATG LTH-T1 C 540 

tcttgccogt tgtaaacctt czacixjitcct tcckjtttpg cgacaaceat CTIA2TCAAG 600 

40 TCAAACTGCA AACATGTCAC CGGGTJITCA TAGGAAAATG TATCAGCCAA TGTACCGCTA 660 

OGT^GATCCC AGATCTAATC CTCITATCCA AGGAACCflGT CACAAGGTTT AGAGAATCAA 720 



25 



30 



45 



(2) INFORMATION FOR SEQ ID NO: 958: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



55 



1209 
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<ii) MOLECULE TYPE: ENA (genomic) 




5 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1591UP 




10 


<xi) SEQUO^E DESCRIPTION: SEQ ID NO: 958: 






GA1XXXTAAT GATCOCTeiC CGGGCTACAA CATCGAGCAG CTCGCTAAMZ AGTOCAAGAA 


60 


IS 








CAAGGACAGG CT^IUoAAC IW-'lTATftC TGTGAAGGGG ATGGACCTCT CCATCAGCGG 


120 


20 


TATICTCGCC CACATCGACT CGCTCGCGAA GGACCTATTT CGTCGAAACA CGAAGAACEA 


180 




CAAG^i^iuu u^UJLUAGA COGGCAAGCA GCTOGTCACC GTAGAGGAOC TGTGCTACTC 


240 


25 


CCTACAGGAG CACCIGTTTG CCA1GCTCGT G3AGATIACC GAGCGTOCCA TGGCACATGT 


300 




GAACTCTAAC CAGt/IXSTIGA TIUIUJUOUG TGIGGGCTOC AAIGTCCGftC IQ2AGCAGAT 


360 


30 


GAITX3CGAGT ATGTGCCAGA GGAGGGCCGA CGGCCAAGTT CATGOGACOG ACGAGCGCTT 


420 




CTGTATTGAC AACQ3TCTCA TCATTGCACA 03CTOGTCI3A CTTCAATAOC GCATO3XCA 


480 




TATAGTAAAA GACTICTCAG AGACCGTTGT CACGCAGAGG TTGCGGAC1G ATGAGGTTTA 


540 




CGTATCGIGG CQCGACTAAG TCTGTAGCAA GTTEAATAGA AGTTTEACCG CCCTAATATA 


600 


AO 


^l^i'j^WX; A1U°L>-1UJLT_- TO35ATCAGC TGGTCCAGAA CAGTAGTCGC CGGTGGC7IX7T 


660 




CACCAGCCTA CGGGOCCAQC GCCAGGTATC CllaTlUi 


697 


4S 


(2) INFORMATION FOR SEQ H> MD:959: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 669 base pairs 




SO 


<B) TYPE: nucleic acid 
<C) STRANDEHSIESS: single 
(D) TOPOLOGY: linear 




55 


(ii) MOLECULE TYPE: DMA (genomic) 

1210 




jerwin 







EP0 866 129 A2 



(VI ) ORIGINAL SOURCE; 

(A) ORGANISM: PA31592RP 



to 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:959: 



GATCAGGAAC TO3CAGACCT TGQCTCTCTG GTO3CCCTGC AACTGGATGA TCT03CCCAT 



60 



75 



ciaircrTrcc ttgaccatgt toccottxa qccaaagtcc ttccgcaaga ccttccaaga 120 



TG03CTTGAG 



TCGOOGATGC CCTOCACGGT GGTCAACGTT TITmGr 180 



20 



25 



30 



35 



TTCTCTGCTG GATACQ3ATC TGGATGTAGT TGGAGGAGGA G3CTICGTCG TCGCCGGTGT 240 



CAGCAAA033 CTCGAACGAC TTGAGuTl'iT CGATAGACAT GGT3XGGTG GOGTGTGAGG 300 



TACAAG3TAA GCAGAGAAAA TTTTCAGCTG TCCTTTIAAA AGCQ33CACC TCGQ3TCTIG 360 



GAAOGCATTC QCTEATTror GAACCATATT CTTATCTCTA TAQGTGTTAA CCQ3ZATTTC 420 



TCTGCAATTG CCtXJTCmC TTTT333GTTG QGACAACQCT TCCTTTCAAA CACACTTTCC 480 



AOSAACTCCT TKTTrrcCTT Q3GTEAACACT GTTCTTCTTC QCTGTTEATC TCCTGTTAGT 540 



AAGGCAGAGG CTGGGATTAC AATGAGACTC GTCACACATA CTICACCTAG CACAACACTG 



600 



CAAATCGCCT GGATTGCTTC AGCTGTTTCT TCAATACYTG ACATIT3AGT TGTGGGGAGC 660 



40 



45 



50 



GAGGAAAGA 

(2) INFORMATION FOR SEQ ID NO: 960: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 588 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 



669 



55 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1592UP 
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(3d.) SEQUENCE DESCRIPTION: SEQ ID NO: 960: 

GATCCACTTG TTAACGTOGG 032CGCCAAT CCTCATCCCT CCATATCTAA CCACAAGTGG 60 

TTTGTA1C0C AACAATTGCA OCTCAATTGC CATCAAGTAC Q2CTA7TXXX: CGCCTAGAGA 120 

ATG3CCAGTT ATAATTACCT GATAGTCTGG ATGAGCATCA TGTACT33CT TAAACGCOGA 180 

ATAGATATCG TTGTACGCCA ACTTAAATTG CTCATATACG CCCGAGTGTA CAAAGCAATC 240 

TCCCGTACAC TTTCCAGCQC CACTAAGTGO CrajTATGGA ACCCCAGGAA AAATGAAATC 300 

CACAATCCAA TCTIGAATTG TTACCGACCC TCTAAATATG ATCGAAATCT OCTIAGCCGT 360 

GTCATTTATT GC7TATCA1XX" TATAACAGGA AAACTGCCCG CG33TCATGT CCGGATCAAA 420 

AACTTTAACT ACITCAGTCC CTGTTGTICC ATGTIACCACT TACCGICATG AAAAGOGTCA 480 

GTGAGTATTA AAGTATTCAC GCAGTAAACG CTCTTAGTGA GATAIGACAC ATATTTCAAT 540 

GTATCAAACA TCTCATCAGA GAAAGAATOG ACATGAAGGA AAAAAGGC 588 
(2) INTCPMATICtJ FOR SEQ ID ND: 961 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

<ii) NDLEXXJLE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1593RP 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 961: 
GATCGAAATA GACAACTCTC CAA033TCTC CAAATO3CCC AGCAACTICC AGGAATAAAC 60 
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ACAAGTAGftC CATAGCATCC AACTACCTAT GCTCCKX3GC TTACTATTTIC TTIGGAATOC 

AAAGC^ACCAA ACGircTOCA AGACGGAGGG AGAATTCTIC AGAAGAATEA CATEATACAG 

GCECGA2DGT GIGACA3CGA ^CCTATCATG GTCCTCCTTT GT032TTCTG CCAAAAG^ 

AGACCAGAOC TCTTCAAGCG TGACTGCAAT TCCTTTCrTCTA AQ7ICGCCAG TGACACGAAC 

AACOXmT CTOGGCAAGT CAGGGftGTTT mTCGTACTA GTAACD33GT TATTTCCX2AC 

T3GGAGCAAT GCATTCAAAT AAGCAGCCCA CAGTKXCAA TCAAATTCAC TC<3CATICCC 

A2CIGGAGGA ACATEATATT OGATEAACAG ACTTTTTTEAC ATITOCAATA TAGTAACGCA 

TCTTCCTCAAA AATAGGGCAT GT&GTGAAAT CCACTTACGG GflG33CATGT ATCCATCTIT 

OCTTCAATATT GrTTACAGIAT TAACG3CACT TATAAIATCT TCCTraSTAA ACCOCGTAAT 

GTTAAATACA GAT3TTAAAA TACCATCATT Q^OXAATCT TCCACAACTT GTATAAATGA 

QCTOCCAIGT CCATAOATTT CTTCCEACAA TTTOSGCTAA ACTTODCAAT ATAGEACC 

(2) INFCFMATICK FOR SEQ ID NO: 962: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 652 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCECNESS : single 

(D) TOPOLOGY: linear 

<ii> MDLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1593UP 

<xi) SEQUENCE DESCRIPTION: SEQ ED NO: 962 : 
CATCGATCTG TTGTAATTTG C^CACGOGGA CCTGCAAGCA G3GTAACGTA 'IGAG3CGTCC 
TGTOT33XT GOCGATOXT ATAGATAGGG TCATACCACA TCA'l lU LJlTT 0GCO333TO0 
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TATA3CATTT GGAGGACAGG TTAQCCCGGA GCCACAGCAT AGfiCAGGTTC /^SAGOCTTG 180 

5 OOCflGflOSA AAflGATOGOC AA3CGATTTG ACTG3CAGCC GA03333AGG CKX7IT333CX3 240 

GCCGGATTAT CCOGGCGTTT TTOCCCTTGA AGCGGCJOX QZPGCPGJTG CTGGaCASCC 300 

ro CGAACTACAC GAACCTGTAC CCGGGGGATG AGGTGTTCAG CTITCAGGAG ACO303SPCG 360 

COCGATGGTG TCXTXTTTTTAr Q¥3CTOCTCC A^CCGCTGCC OyO^CTTT ATCTCGACCA 420 

'5 TGAAGCGGTT CTCCGACAAG CTGCCGGAGG AGC«3CACCG GCTTCXjTGGTG TGCCCGAMG 480 

CGTTTGTGCA CTGGTATGAC TGACCTTTCC GTTCtTGGAC CIQCCCGACG 540 

AGCGGGAGGT GAA0O33C»G GTG3CGGAGA CGGftCGTGCC G^33CTOCAC GNXTGCTQC 600 

ATAG33ACGA CTT133333AC CTGGAGCTAT TC033CAGCT GCGGCQGACG OG 652 
25 (2) 114FCRMATICN FOR SEQ ID NO: 963: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LHCTO: 716 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANEECNESS: single 

(D) TOPOLOGY: linear 

(ii) MXBCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S94RP 



20 



30 



45 



(Xi) SEQUENCE DESCRIPTION: SBQ ID 100:963 : 

GATCAAGACT GCCGAACTGC TAGTTTCCTG CTTCATG»D3 TITGGAATCT TGTCCACGAT 60 

QCGGGCGTTC ACCW3GCGGT TAOCCAACTC AAAGTCGTCA TTAAttTPCGC GAOCAAACCA 120 

GTAG3K33AT TCEfiGAftGAC TGGTAAGCCG GATGOCGTTT TTCAAG33EA TTQCGTTTGC 180 

55 GAAGTTCTCA TCCGCAAAGA GCTCQCTAAG CGACTCTATC ATAAOCAGCT GCAGGACACA 240 



50 



1214 
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TTTTACCACG AIGGTATICr TAATACTTAC A033TOCCCA KTCJXXTKXJZ TOCTTTTCGT 300 

COXACGftGT 03XTCATAG QCTIA'TCCir; TICAGTACTG GCGTIGCCAA CATCCTCGCC 360 

CTTCTOTTOS OGTIX3G3CAC GCICGACTTC OC53ATCAACA TCACTQ3CAC A3GATTO3GT 420 

TTCAGCAGTA CXUl'JUb'lWr TACIGAIQ3C TTTCTTCCAC GCTTCAAP33 480 

AICIGACTCA AAAAGTIL'IG TOXKTIQ^T AAQCTCAAAT AACCQ33CAA ACGAGTTOGT 540 

' 5 AACCIGCTCC CAATO03TTC TOCCGAACTT GTiUJlUi'lU TO3ATAATCA ATTOCTOCAG 600 

ACAAGACCTA CCAATCCTOG GAATOTKJK? ATTTTCCIGA CAGATOCAAG AGACTAACAA 660 

AACCAGGAAG CCATOCAACA TTTCGTTCAG TGAATCAAAG TAATO33TAA CAGGGC 716 
(2) njTCRMATION FOR SEQ ID NO: 964: 



20 



25 



30 



(i) SEOIJENCE CHARACTERISTICS: 

(A) LEN3IH: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) 1CJLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1594UP 



40 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 964 : 

45 GATCTGAATT TAAACGTGAG ATACCCGTTT TTCTGACAGA GATATATTTC CCTATATCTC 60 

ACATGAAATC TTCTACPCCA CATCAGAAGA GCIATTTTTT GAGTCTEATC CAACGACTAT 120 

50 GCAATGACCC GAGAACCTTA AITGAATTCT ACCTAAATTA TGACTGCGAC AGTAGTATGC 180 

CTAATATTGT CGAGACK7TT GTGGATTATT TGACGCGACT G303CTAACA CC7K7TCGATA 240 

55 TCACCCCATC ACAGCGTOCG TACTATGATG AACAAGTGAA CAAACCCCTT GCAAOGIWIA 300 
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ACCTATCGCA GTlUJJiTIA TIMCCATAT CTAATGTTAG OOIMU1LT GTTC3CTCCAC 


360 


5 


K3CAACTCCA ATTOCCOGTG GAAITIULUL* TTAAAAIGAC CTO3TTGAAA TGTATCT1Q3 


420 




aylu.'lft«j A'itJACTAAAT TCTTO33333 ACAAQ3CGAC GGCTCCAAAT OGC7CATTAA 


480 


10 


ACCACAATAG G3CATCTGTT Q3CnCCAGTA CGATIGAAAG GAAGCACTCT T033CTTTTA 


540 




CCiCiTICAG TCACACTATG AACACAACAC CTtTTAGGAGA CCAGAATAGT GTCCAACAAT 


600 


1$ 


CQCAAGOGAG TGAGGATATT GATGMLCCA CACACTTTT3A AAAITTGAAG TTAAOGAAAA 


660 




CAGAACT3CA AAAA1GTATT OBTnanCA, ACTTC 


695 


20 


(2) INFORMATION FOR SEQ ID MD:965: 
(i) SEQUENCE CHAFACTERISTICS: 




25 


<A) LEN3IH: 709 base pairs 




(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 




30 


<ii) MOLECULE TYPE: ENA (genonic) 
(vi) ORIGINAL SOURCE: 




35 


(A) ORGANISM: PAG1595RP 




40 


(xi) SEQUENCE DESCRIPTION: SEQ ID MD:965: 






GATCTTXTG CTATCCAGAA ATO3GAAGTT CTtAGACAAC G33GAATTAA OCCCCTTTTC 


60 


45 


CAATATTTTG AOJJILUHT CATAGCTCQG AAGACQCAGC AGAAQDCm: CCAGTAGTGT 


120 




ClwicAlUr Il.U_"ICATGA AAGGIUIW TATCAAATCT AOTICCATCA TCQCAGAGTA 


180 


SO 


GTTATTATCT TIXZTTCCAAG ACAGACGCAC ATOCCGCAAC TTCGTCAGGA TTACAGTAAA 


240 




ATAATQGTAG AACCX3333AC TCACAGAAGC GAOGACCGCT CGAAATGAAG T033CCCGTA 


300 


ss 


GAAGATOGTC C33DCCP3CT TCTCTATCAC AAGATGGAAC TG33AAAG1C TCTTCACG3G 

1216 


360 
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C33ACACCGTG CCCATAACGT Q7TTCT3CAT GMCftTICC GGTZCCATCT aCTCTTCAT 420 

5 C03CXJGGAGC TCAGICICAA CCTCGTCGAT CCGTOGCAGC AGC7ICCACAT TQ3GCGTO3A 480 

GCTCAACAGL" TCCCGTGAGT TCAOGTCGIG CGTAAACTCA GACAQGTACA CACACKXX53 540 

ro CAGGCCTTCC CAATACATCT AGACCACTTC Q3XX333CCT TGTIQCACTT GACGDGOXC 600 

TTGCG3CAGA ACACGCACGA CTTCX7IGACC TTOCOCCTOG TTTICACAAT CTTOCCATCG 660 

»5 GACTCTGCCA TCCCQCCAGC TTCAAQCAAA ATGAGTAG3C TATATTftTT 709 

(2> INHUMATION FCR SB3 ID NO:966: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 731 hase pairs 

(B) TYPE: nucleic acid 

(C) STTRANDEDNESS : single 
2S (D) TOPOLOGY: linear 

(ii) MDLfOJLE TYPE: CNA (genardc) 

30 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1595UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 966: 

GATCGCGGAC GTGGAOZACT G3DG3GAGAT AITCCKCKE TTICTQ033A 60 

CCGCAAGOGA OCGCCATCG ACGAGCGGTA TGCAGCAGAC GGTGCACACG TCO3AO0TCT 120 

TCAAG3ftGCG CGTCGOGACG GTOGTOCCOC G3CGGTACG3 AGAGATGGCG QCG3CGATCC 180 

003COCGCGA CTTCGCGACG TTTOCQCCOC TGACGAT3CA GGACTCGAAC TCGTTTCACG 240 

CCACCraXT CGACTCATIT CCOCCGAICT TCTACATGAA O^CACTTCG CGCCGGATTG 300 

TCAAGOTGTG TCATCTGATC AACGAGTTCT ACAACCVraC CATO3TOXG TACAOGTTTG 360 

ACGCCCGTCC GAACQCGGTG CTCTATTACT TG3D3GAGAA CGAGGCOCX33 CTCTOCGGCT 420 



40 



4S 



55 
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tcctctcxtj c&tctttox: gccaacgftcg ajtgsspgpc cacxtttctcg 480 

g qcqocacctt c333333iag tdcgacg^gt g3gtiq33033 caaccttq33 acg3ftcctgg 540 

/cgag3aatt g^aca^aaga attccccox tcatfcttcac gaaggtcgog ccacoxcca 600 

, 0 ggacactaaa tcct33ctca tct^acccgag ad333xtoc ccaxttgacg ctattctcct 660 

qctatttict qzttttgtata cojiulcaga oxqctatat atatagaata tocattccga 720 

?5 OGCTTfiOXT T 731 

<2) INFXDRMATION FOR SEQ ID NO; 967: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 672 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETMESS: single 
25 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: EtA (genatdc) 

30 (vil ORIGINAL SOCBCE: 

(A) ORGANISM: PAG1596RP 



35 



40 



45 



SO 



55 



(xii SEQUasiZE DESCRIPTION: SEQ ID N3:967: 

GATCGACAAT CTCAGCGAAA TAXTTAGCAC GACATGCTAC ATO33CTCTA CGGTGATAGT 60 

ATQOGfiGTOG AGCAACCGGC TX?ICCATACT OG203CCAGG 03CCAG3CGC AGAGCATTCT 120 

G333CCO0CG GTGTATGAGG ACGPGGAGCA Q333TACAAC TTTOCGCGAT ATO3XTGAA 180 

GATTCfiGAOC OCATTGACCA GCAAGTCAGA TCAAOXGAC ACCACATCPG CGACTAOCTT 240 

TQC11JCACCG AGATCTGOGC GCTTCGAAGS GAAAQ3333S CCCCAATCCC CAGTCTATCT 300 

TCAAGAGG3C GAACAGCACC CXGTCATO3C ATTCAATAAG CGAATQ33CA CTCGAGCGTTT 360 

<33C^CATCAT GTOClt33ATA GCATCATATA CTT^CACAGAC AW37TOjIX33 TGAflG333CT 420 
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TOGAAATTTG TCCGCGAGCT TACCTTCCAA GftCCTCCTCG GCGACAAGCG TCAGGGGTCG 480 

5 TGTAAGGAAA D3CATTGGTC TCGAAGGCQC AAATGATGTC TTTCTATACC GCACAAAAGA 540 

CCTrXTTATTC GA.TAGTCATG AAGATATACC G^AACCTAA. CTACITGTGT CGAIATTTCT 600 

'0 CACACCGCCT OSTOCQGAAC OT3333CATA CATKX7TTTT ACACAAGAQG G^rrTGATOCA 660 

TAAAACGCGC TT 672 

(2) INFORMATION FOR. SBQ ID NO: 968: 

<i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



75 



20 



25 



30 
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(xi) MDTSCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1596UP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 968: 
GATCTTCGTA TCCATGTCGC AAAGCTOCTC CAAAATCTTT TOOICTCCAT CATGAGAGGC 60 
TGCTACAGCT TTTGACCCGA TAGAATK3GA AATACCATTG GAGATTGCTA TTAGTAGGAA 120 



GACAATATAA GTACCATCTG TCGATGGGGC AGAGGCTTTA TCAAGAAGGT CCATCAGCTT 180 

45 GTTCTTGGAT ACAGCAGTCT CATTTAATAA TAATGCCTGC TCACCACTGG GCAAAAATTC 240 

AGAAACATTG AOCAGTTCAG AGAGTGAGTT OGACTCAAAG TTTTCGGTCA TTGTCTCTAA 300 

50 CAAGACAAAA ACAACGTCCT TCCTOCTCTC ATGAACATCA TAAGCCTTGA AAACCTCGAG 360 

CAAAATAGTA TIGTCCTGGA TCACGTTCAA AAATACCTCT AGAATTAATG CCTTCCTCCA 420 

55 CAATAAAGTG TCAGATTTAG GAGACAGAGT GT3GATTAAT AATGATAAAA TAACTTCCAA 480 
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TTCCAATTOC AGCAATCTCA AATACIGAAC CnTATCAGA ATCTAKEfiCA TCTOQCGCIA 540 
CGAACCACAA TIXXAAAATT TTKXaATGftG GAAAIUIACC TCAAT?>QCAG 
TTTXTTIXXSCA ACAGAAATAA CAGA2T7TO33 TCTTGICAAAA ATAATAATTC ATAGTICAAT 



GT 



'5 (2) XNTORMATICN FOR SEQ ID NO:969: 

(i) SB^JHgCE CHARACTERISTICS: 

(A) LEN3TH: 688 base pairs 
20 <B) TYPE: nucleic acid 

(C) STRANDECNESS : Single 

(D) TOPQIjDGY: linear 

25 (ii) MOL£CUI£ TYPE: DNA (genomic) 

<vi) CRIGINAL SOURCE: 

(A) ORGANISM: PAG1597RP 

SO 



600 



660 



AAAAOCAGIT CTAGGAGCTC TAATCCATAC TCeTCATTTA TOCAATTQCT ATCCAGCAAT 72 



0 
722 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 969: 

GATCCATCAG COOGCCTACG GAAA3CCTGC CCATAGAATG ACTCTCCAAA CCCCTCTGAA 60 

CTATCAGCAA AAGCTCAACA GCATRCACGG (JID3CATGCC CAGCAAAAAC AGATCCAGCG 120 

TCAGATAAGC GCTGCCARCG CACTCGATGA CGGGAATACC ATCACCGCAA TGGTCCAGCA 180 

TTTGATGOCC AAGAAGAAAG AOCAGCCACC OCACCAACAG CGACTCTATG GCTCTCCGCC 240 

AAACTCTGGC AACAQCICCA CGTACGGCGG CAGCOCTGCT QCXACCGCGC CGICTQCATC 300 

CGTAAAIOCT CaXXXXXXTJ ATGACGGCCA AAACGCTGTC CCACAGCCQC ACAGCGGCCC 360 

TO33CTATCC GCTAACGGTA ACACAGCCCC TATGTOSGGA AACTCGGTTA GCXTTAGTAA 420 

ZXXTTCATCA GCAGGGCCCG GTTTCTCACA ACAGTCAAAC TCTCTOGACT GGAAGCAGAC 480 
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AOCQCCAAGC AGTOQCQ^AA GOGTTAACCGA AAGAAAGCCA A^OITOXTC TATTCGCEAA 540 

GAAAAAATAA TATCAUXGA CCTAICATTT ACACATATTT TAAC3T7CCA CCKTlXTTTftG 600 

TCTACTCATT TAATTAATTC ATTAGTOCTC CCACK3CK3C AGACATGT03 CAAGAGOIAA 660 

AAAT33TTCC TAGCG33A2C CAACCGCT 688 
(2) INFORMATION FOR SBQ ID NO: 970: 



(i) SEQUENCE CHARACTERISTICS: 

(A) 712 base pairs 

(B) TYPE: nucleic acid 
20 (C) STPANDETNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC : PAG1597UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 970: 

35 GA1CGAGGCA GCOGTACCGT CTTTTOGTftC GCATOCGCAG ^GTACTGCCG GATACAGCGC 60 

AAC^ICTTAC GCTCACTACA GTICCTOSAC ACACCACCTT ACAGCTTTO3 GCCTOCGTTA 120 

40 TK33TOCICG AAGATATGAT GTTC03AATT TITCACICGC CGTCCG3ZCT GATCAAACTG 180 

GAAGACAAGA CCTACAGICA TCTAGCCAAC ATAACQ3CCT GTAGIC333C TCTCGAACCG 240 

45 ^GCGTAGAGC GTAGGAGATC CICCACQ33C CCCGG102GT ACAGflGAPGA ACAAGACCGC 300 

CGGCATTCTT TTTATTTACT TGATTAAACT CTT033CAGT CTOGTTTCCA CIOACAAAGT 360 

GCCCACCACA TOGATCGCGG GCGCGGTCAT CCK3CCCCGG CGATAGCGOG OGAOCGGAGC 420 

TTC3CGTOGGT TTXrACCTOZA TCK9CACAAG ATOTTOCTAC GGCGTAGAAG 0«3CGCGTQ3 480 

GPGXQCAGC GOCCOCAAMT AG3ACGICAG TCTGACGCOC TACTTO3XC GOXT0CT0C 540 



1221 



EPO 866 129 A2 

ACCGXTGAA 7TQ3XTOX Q3IAA<7ICCT GATITXTACG TICAGTCATA GICTCAGTAA 600 
5 TTATCCCATG CTCTTACTG3 OTITOCACGT GACCACACTG TOGCCTCCTT TT33CCCACA 660 

GATGAACCTG CCATCAGCTC TOCGCCAGGA 03JKIACAAC AC 712 

"? (2) INFORMATION FOR SEQ ID NO: 971: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 740 base pairs 
15 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1598RP 

25 



30 



35 



40 



45 



SO 



55 



(xi) SEQUENCE EESCRIPTiaN: SEQ H> ND:971: 

GKTCCTCATA ATCATAGTAC AATATCATIT CCAATAAATG GAATAGCACT AAATAAATTA 60 

GTAATAACAG TAGCAOCTCA ATGTGACATT TCTCCATATA CTAAACAATA ACCTAAGAAA 120 

CCTGCTCCEA TAGTTAAAAT AAAGATAATA ACACCAACTG TTCATACAAT AACTCTAGGT 180 

GATTTATAAG AACCATAATA TAAACCTTTA CCAATATGAA TATACATACA AATAAAGAAG 240 

AATGAAQCAC CATTAAGATG CATATATCTA ATTAATCAAC CTAGTTGTAC ATCTCTCATA 300 

ATATGTTCTA CTGATGAGAA ACCTAATICA ATATTAGATG AATAATGCAT AGCTAAAAAA 360 

ATACCAGTAA GAATTTGAAT AACTAAACAT AAACCTAATA AAGAACCTAA ATTTCATCAA 420 

TAATTAATTG ATGAT3GITG ACC7TGAATCA ATAACATAAC TATTAACTAA ATTTAAATAT 480 

AAATITGATT TTCTATATGC CATATATTTT ATTATTAAAA TATTATTAAA TTATEATTTA 540 

ATAAATATTA GATTATAATA TAATTCTTTA TAATAAATTA TATTATTTAA TTAATATATT 600 
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AATTTATTAT TIATTATTTA TIAATATTTA TAXAATCTTT ATAGCGAATT GAACCTAATA 660 

AACCATTAAG ATTTAATTAT TTAATTATTT AATITATTTA ATTATTTAAT TIATAAATTA 720 

TTAATTAGAG AGATAAGOGT 740 
(2) INFORMATICS TOR SEQ ID NO:972: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 
{C} STRANEECNESS : single 
<D) TOFCIXGY: linear 

(ii) MXfCULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S98UP 



(XL) SEQUENCE DESCRIPTION: SEQ ID ND:972: 

GATCTTATCG TCTAATGGTT ACGACATCAT CTCTTCATCT TGAAAATATC GCTTCAATTC 60 

CGATTAAGAT TATTAATATA TTTTAATAAT TATEATAATT AACAATATTA ATEAGAGGGG 120 

TACCAACATA TTGCTAACTA GCAATAQ33G TGTGTACCTT ATCTCTCTAA TTAATAATTT 180 

ATAAA1TAAA TAATTAAATA AATEAAATAA TTAAATAATT AAATCTTAAT GGTTTATTAG 240 

GTTCAATTCC TATAAflGATT ATATAAATAT TAATAAATAA TAAATAATAA ATTAATATAT 300 

TAATTAAATA ATATAATTTA TTATAAAGAA TEATATEATA ATCTAATATT TATTAAATAA 360 

TAATTTAATA ATATTTTAAT AATAAAATAT AT33CATATA GAAAATCAAA TTTATATTTA 420 

AATTTAGTTA AIAGTTATGT TATTGATTCA CCTCAACCAT CATCAATTAA TTATTGATGA 480 

AATTTAGGTT CTTTATTAGG TTTATCTTTTA GrTTATTCAAA TTCTTACT33 TATTTTTTTA 540 

Q7TATOCATT ATTCATCTAA TATTGAATTA GCTTTCTCAT CAGTAGAACA TATTATGAGA 600 
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GATSTTCAAC AATTAGATAT ATOCATCTTA ATOCT3CTTC ATTCTTCTTT 

ATTTGrATGT ATATTCATAT TGQ7TAAA 
(2) INFORMATICS FOR SEQ ID NO: 973: 

(i) SEQUENCE CHARACTERISTICS: 

(A) IDGIH: 625 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEEKESS : single 

(D) TOPOLOGY: linear 

tii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1600RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 973: 
CATCTAAAAG AATCCATGTA TCTACACATA TrarasVJCC TTAAGGTGAC GAACGGTAGC 
TACACOXTA TAAATCT033 TICCTTTOCA AAAGTTCATG C^CTCAICT 033ACGTTCC 
CCCAGTCTIC GQCAATUCAT TTCCTTATCC TATCC1CATC COCCTXJPXT AGTATATCTA 
CTICAAGAGA CXnCCTGGCA CATGTAAAAT IOCCAGC033 AGAGAG3AGA GCCGAftGATT 
CTP3flGI033 GTAAGAAfiCT TGTTTICATG GTAIQCT3CT AGCtAICTIC TTCCTJICIGT 
GTICCTTACC GTK7ITTAAT GATACTCCGA TATAATCTTC TATTAACTTC TCTOCCTATG 
G03GCAAGTT TTK333CCTC TAGHCQCCCA CAJATTTOCA CCICCBGTAT ACAGACCAAT 
GTAGTTCACC AIATCCCGGG ATGITCCTAT GICTACCAAG GTIAaXACA TAAAOGTTTT 
TCCATT33CA ATITITATCT TCAATCCTTA TC^CCATGAA <^TCATITCC ACTATCCACC 
AQ3CAATGAA CTOAAATATA CTCTTTGTTC CATCTCCATC O'l'lL'ITlGCT OXCGGATTA 
TACATCICCG GAAGGAAOGC CTO33 
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(2) rNFCRMATTCTJ FCR SEQ TD NO: 974: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 656 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECTIESS : sixigle 
{D} TOPOLOGY: linear 

(ii) 'MOLECULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANI34: PAG1600UP 



20 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 974 : 

GATCAAGCAG CTACTGCTCA CCTGGAAGAA CCA033LCAC AAGGCCCTGC TCTICACCCA 60 

GTCCAGCCAG ATGCTCGACA TCCTGGAGQC CTACATCTCG CACAAAGATC CCGACCTG3C: 120 

AGGOCTACAG TACCTCCGGA TGGACGGAAC CACAAACATC GCACACCGGC AC<32CCTCGT 180 

GGACCGTTTC AACAACGGCC CGTACCACCT CTTTCTTCTG ACCACCCGCG TGGGQGGCCT 240 

35 CGGCGTCAAC CTCACGGGCG CGAACAGAAT CATCATCTTC GACCCCGACT QGAACCCCTC 300 

CACGOACCTG CAGCCCCGCG AGCGCCCCTG QCGCATAGGC CAGAAGCGCG ACGTGACTAT 360 

40 CTACCTGCTC ATCCTCGCCG GCTCCATCGA GGAGAAGATA TACCACCGCC AGATCTTCAA 420 

GCAGTITCTC ACCAACAAGG TCCTCAGCGA CCOCAAGCAG AAGCG C T1CT TCAAGATGAA 480 

45 CGAGCTGCAC GACCTCTTCT CCTTCGGCCC GGGCGCCGCC ACCGACTCCT TTGCCTCTGA 540 

GA1CGAGCAG CAGACCGCCT CCCTCCGCCG CX^GCCGGCC GCCCACGGCA CCGACGACTA 600 

CGACTCCGTC CAGCGTTTCG AGGGCGTCTC CT^COTOGAG GGCTKTTTCA ACGCCA 656 
(2) LTJTORMATION FOR SEQ ID NO: 975: 
U) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 715 base pairs 

(3) TYPE: nucleic acid 

(C) STRANOECNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LBCULE TYPE: EWA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1601KP 

75 

(Xi) SEQUENCE DESCRIPTION: SHQ TD NO: 975: 

20 GATCTTTTTC CCCCGCAAAC CGCACACCTC GTICCAGGGG TACTTGGGGA ACAAAAAGGC 60 

GACQ3AGAGC AAGGTTCTAC 03GATGTTTT CAGGAAGGGA GATOCATCET ACCGGTCAGG 120 

25 CGATCTCTIG AAATCCGACA AGTACQ332A ATO3TACTTC GTGGACCGGA T33TTGATAC 180 

AAATCCGAAA ATGTCTCG^C TACCGAGGTG GAGAATCAGT TQCTCTOGTT 240 

30 CAACA*GGAC CTCTTTGACT GTTKZ7TTGT AGT033CCT5 AAGATTCCAA GCTACGA033 300 

TAGAQCCGOG TITGCTGTTA TCCAACTGAA TCCAGCGCGC COCGGACTGG ACCATGCCAG 360 

35 TTTC7IT?>GAC GAOCTTGTCG AGTATTTGAA ACAT3CTCTT CCTO3GTACG CCTTOCCGCT 420 

GTTCATCAAG TICACAAACC AGCTGGAAAC AACCGATAAC TATAAGTTCG CCAAGAAACA 480 

40 GTACAAAAAC CAGCAGTTOC CTCATOGTGC GGATGOGGAC GAGACAATIT ACTGGTTAAA 540 

AGACTACTOC CAGTACAAAG TCTTGACCGA CGAGGACTQ3 GAOCAGATAT CAACCGGAAA 600 

45 GOCAAAGCTT TAGACCJGAC AA3GCCG3GA TIGACACCGG TAGGGH3TTC AAAATAAAAA 660 

AAATAOCTOG GAACCCATCC ATAAAAGCCA TTATCAACTA TAGAAATAGA AAAGT 715 
SO (2) INFORMATION FOR SEQ ID NO: 976: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 699 base pairs 
55 <B) TYPE: nucleic acid 
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(C) STRANDEINESS: single 

(D) TOPOLOGY: linear 

(ii) MXiECTJLE TYPE: EtMA (gencraic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1601UP 



(xi) SB^JEMZE DESCRIPTION SEQ ID N0:976: 

GATOGCCCTG TCCCGGGACG CWGAC03GGC CCTOCGCTAG CATAAAAGCA CGC*3GTCAC 60 

TGTGCATGAA ACTCGAATCG AACCCCGTAC TCGATGGTAG AACTAAACGG GCTOCQCTTC 120 

GAAGTACGCA CAGTTGAGTG AAATtGTCAGT GTTCXXCGCAA CGOGCCCAAG AGCAGAATAG 180 

CATOGACATG GAACAGAGGT CATO3ZAGCC GAGTCGAAQC AACAGCCATG CAOGATCCCC 240 

GG3GTACGAA AAAGTGCAGC COCTCEATOC CGCAGAGAAC CCTTCCACGG AGACTOCCCC 

GACAGCCACC GGGCTGTTTG A1AQCTCGCA OGTTCTraCCG GK7TO3CAAC G3CXXX3GACT 

GCTGAGTAG3 CTCXXXJCTTG TG2CCGAATT 0O33GAO3CA OTICTCTATC OCCOOCGOGT 

CAAAAAGCTG ATCCTGGTCA TCGIC02CTT TGCATGTATT CTGGGrtCCCA TG33GACCAA 

CATCATCTAT CCTQ^GATCG QGACTATCAT GCAGGATTTT G3CACTrCGC GGTTTCTQ3T 540 

CAC?K?IUICT GI*G3CACCT ACCTCGCTOZ GCTGGGCATC TTCCCCATCT aSTGGTCGTC 

OCTO32GGAC AAAAACCOX GCCX3AACAGT CH2OTt3CTG TCGTO3CGC TGCTGGTOGT 

GTTCAaCGrT GQ3CACGGCT TCTCGCGCAA CATCGAGAC 

(2) INTORMATTCN FOR SEQ ID N0:977: 

(i> SEQUENCE CHARACTERISTICS: 

{A> LENGTH: 704 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : six*gle 

(D) TOPOLOGY: linear 
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(li) MDLECUIE TYPE: ENA (genomic) 

5 (vi) ORIGINAL SOJPCE: 

(A) ORGANISM: RAG1602RP 

10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 977: 

GATCCAAGCG CCD3CACAAC CA3CGATGTT TGCAACATAT TD33CTAGTTA TTCTCOoTPC 60 

GACTTTACOC CTC03TAGCG TTO3CGrC?G ACTGCTGAOC CAGGAAACTC GGCX333CCAT 120 

TG^33XX37C ATTPCCTCTC ODCCAGIX33T TCTCTTCATC AAC333CACCC CAGAGTTCCC 180 

TCAATGTGGC TTTTCGAAGG COCOCATIGA GATCCTGGGC AGACAOGGCG TO^TCCTGC 240 

GAAGTTIGCG GCGTTCAAOS TGCTGGAGGA T1CTX3AGCTG CGGAQCGGGA TAAAGGAATA 300 

TTCCGAGTGG CCTACAATK: CACAGCTCTA CGTCAACA^G GA MTlUi'l G GGO3GT0CGA 360 

CAT3CTCACC AACAT330X AATCCQ3CGA QCTAACTACT AT3CTCGAG3 A03CATO2GT 420 

TCTTCTQCOG GATACTGAGT GATGCOSCGT ACG3CTCCCG ACEATATTTA TAOSAATACA 480 

35 QCTTGTAATT TACGACTKJT ArTCTCAT32 CTTTAGACTT GIAAATCAT3 GTK7ITIAAT 540 

TCACAAACTC CGTICTTTCA GTTGAAAGAA CJIGAGAACAG CTTGL'ITICC GTCAIUTGTG 600 

40 AAAGA03C7TT CTGAT03AO3 AGGCGTOCAC ACCOCAGCAG AGAAflGICTC ICAAAAAATG 660 

ACGFICTACT GGAAGGGCGG ACOCAATCAC CCTTGAATGC GCGA 704 

45 (2) INFORMATION FOR SEQ ID NO: 978: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 476 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANEEENESS : single 

(D) TOPOLOGY: linear 



30 
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(ii) MOLECULE TYPE: EMA (gencmic» 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1602UP 



(>d) SEQUENCE DESCRIPTION: SEQ ID NO: 978: 

GATCGTGOCC GGGCTIGTOZ TTGIGCCCAG MJIUTTGCTT GTOGCCMQC TTTIGCTCGC 60 

TGCCTCCGTC GCTGCGCQCG GGGTAGTACA COCCGAACTG CTIK^AGCCGC AGCGG3CCGC 120 

CCAAGIGCAC CGTCAGCTCC TGGTCCAOCG GAGAGAGACT GCCCGAGAAC TCCAATTTTC 180 

TCTGCTTACA CTIOCAGCTC TIUTCGTCCA TOGTGGTGSC GTCCWCTAC GIGGCGCTTGT 240 

AGCCCACATT GGCATACCGG ATAITIMC'IG CCTTCGAGCA GTAGTAATK: CCTCCGATGA 300 

AATCACAATC OTCCAGCACC TOCTOCGZAG CGAGCAGGCC ACCTGCAACG ACTGT03ACA 360 

GCTTCATAAT TIGTAAACGC TIGTAAAAGA ATGACTAGTA GTTAGAACAG ATAAAAGAGT 420 

GCTTIGCIGT GPGCGCTGTC GCCCGTOCAC GCCTTCCGAG CTCACCCGCC TTCTTA 476 
(2) INFORMATION FOR SEQ ID NO: 979: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1603RP 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 979 : 
GATCCGGCAA GATCGTCGTT CAGTPGACCG QCAGATIGAA CAAGTGOGGT GTCATCTCTC 60 
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CAAGATHZAA CGTCAAGAJC AACGACGITJG AGAAGTOGAC TOCCAACCIA TTTXX^3CCA 120 

s GACAGTTCGG CrAOJICAsr; TTCACCACCT CCGCCGQCAT 1MGGACCAC GMMrCT 180 

ACAGAAAGCA CGITOCTO3T AftGATlTlUi GTTnCTCTA CIAAOQ33CT GCTATATAGC 240 

ro GTATCTAQCT CTAATCTACG ATACTCAGTC 1CTATTACGA CQXCGCGAG CTCCACGCGC 300 

CACATACGAG OX^3ZCGGC GACGGCAAGC GGGAATICAG A3GCGTEAAT TPGZXJTZGA 360 

T5 TtAGTAOTAT ATA1GTACAA ACAGCATACA CATGAACGOC A1AATCTICT 420 

ACCKTIUIA CCACCCrivr TICTGGTAGA GTO33AT03G ATAGGAGK3A CGTCCTCGAT 480 

20 ACGGCCGAXT CTT^AGCCGG ATCTOGCCAA AGCTCTCAAA GCAGOCTCAC CACCT3GACC 540 

TG333TCTIG GTCTTOGTftC CACCGGIAGC TCTCATTTK3 ACSTTOCACAG CAGTGA2GCC 600 

25 GACCTCCTIA CACTK3XAG CGACCTXTC AGCAGCCAAC ATOXAGCGT ATO3AGAGGA 660 

CTrrTKTTCTG TO330CTIGA ACTIX^IAOC ACCGGTAACT CTO3CAA.TAG ITCPCIGCCA 720 

30 GACA 724 

(2) INFCFMkTICN FOR SBQ ID NO: 980: 
35 (i> SB^JENZE CHARACTTTaSnCS: 

(A) IiTGIM: 721 base pairs 

(B) TYFE: nucleic acid 

(C) STOANDEENESS: single 
40 (D) TOPOLOGY; linear 

<ii) MDLECULE TYPE: ENA (gencmic) 

45 <vi) ORIGINAL SOURCE: 

(A) CK3ANISM: PAG16Q3UP 



so 



(XX) SEQUENCE DESCRIPTION SEQ ID MO; 980: 
GAIGTATTTC TOCCGTCCQC CATTAAGCAA GCGOCAAGCA TCGATCCAAA TZATCftGAGT 60 



55 
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ACCCICGQ3C TTOCITIC CAACCCTITA TCAACAAATC TOGTACACGA TACAICCATC 120 

QCC^CAGCAC ATATACCAGA ACQ33AAAGC CGACAAGAIG QGACTSGACT CK3GTIAGGTA 180 

ATCTCftGTIC GJOCATATCC ACITCGTTAA TGGTGATAGT TCAXAAAAflG AAACGATACT 240 

GAAAA'JTITA ATO3TTAOCA ATCTCATCTC A1X33CCATAC TGAAAGAATA 300 

CQCAGTGGAA CAAQSATCAA C<XXAGGCTA AGACAATAAT G3ITOCAGCG GAG3CAGTAC 360 

75 AOSAACEACC CCCAGATGAA GAAGAACTGG CCTRAJJIAA GCTAGTCTTT GGOGACACAG 420 

CAGACTTCCA TCAAGCGCTC CGAAATOCAG AOCTEAATEA TUl'l'lLTllA GATGAAGACG 480 

20 TATATX3332A OGAGTCGTCC AGTGftTCACG AAGAQ333AC TGAAATIGGT CACCTGAA2G 540 

AXGACCAA3T GTTTTTTGIG GACGAGCTJIG CAGATACCGA GOGAGGAGCA GAIOSAGAAC 600 

25 G3ft£33XATC GAGGTOGACC AGGTTAGCGA O^AAACrjGAC TCCGGAGAGG AAAGCGGTAG 660 

CAGCGCTOZA TOGTCAGA3T CGGftTCaCGA AC2CTTAAAC GTTACAATAG GGCAAACCAA 720 

30 T 721 

(2) INFORMATICS FOR SEQ ID NO: 981: 
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(i) SBJUENCE CHARACTERISTICS : 

(A) LENGTH: 638 base pairs 

(B) TYPE: nucleic acid 

(C) STCANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: IltfA (gencntie) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1604RP 



(xi) SEQUENCE DESCRIPTICN: SEQ TD NO: 981: 
GATCCCTATT 1 AGAAGAGGTT ACT3333TTC CAACCTT33T 0<3CCACACT CTCTAOCCAC 60 



55 
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GAAGACCICT GTTCCGTCAC ' Il/IULUITIU ATOOCTGOCC CACGTGGTTC 120 

03GTEAT03TC GOCTCTCCAG CTGTCAAGAA O^ITCTACAG CT1GCTGGTG TOGAGGATGT 180 

TOCAOD3GTT CTAOXXTTAC CCTAGAGAAC AOTTGAAG3 CTOOCTTCGT 240 

TGOCATTGGT AACACCTACG GTTTCTTGAC OXAGACTTG TG3DCAGAGA ACCAGTTGCe 300 

' £ 07nxnOCT CTAGAOGTCT ACOCCGAOGA Q3XGTTG0C CAGAAGA£GA GATTCTAAGT 360 

AGTGTGTGTA CATACCAACA GTTPGTTTCT TTGCAGGTGA ACCGCCCGOC TAAGCCTTTA 420 

G33GCATGGC ACACAGACTG OCGTTGGGCA GGAGATGGGT TCTCTTCCGA CQCTGGTACA 480 

GGGCTGCGAX OOGCGTCTGC GGCTGGCGGT QCATATGGGA CATATGGCGC CGTGCGCGTA 540 

CGGCAAAGAA ICAGCAAGAC ACTAGCGTCT GGCATTCTTT TIGAATGCAT TATTTAGCTT 600 

TTTTnrnT TnrnnTA gtatagacac atataagt 638 

(2) 2J3FORMATION FOR SEQ ID NO: 982: 



<i) SEQUENCE CHARACTERI STICS : 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDElnesS: single 

(D) TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: ENA (gencxnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1604UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 982: 

GATCAGAGCA TOCGATGAGG TGGGACGGGC OGCGTCCGCT G1GK7ITTCT TC3CGGTATC 60 

Q3CTTCQGAA ATACTTAGCT TCICAAIACT TGGGACTGCC TTATCTTCAG AGGAAOCGGT 120 

AGCATCCTCA CICTTAGGAG CGOOCTCTGC GCTGCTCITA GGCTCCKXT TTGTTGGCTC 180 



w<;fw*"in- 
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CIXXCCCTTA GCCTCTTCTT TCTTCQCGAC NJGVTKTVYA GCAOCAACTA QCTTCAIACC 240 

5 QSMXTPSGAA OCCAACTTGA. Q3STCTHJIT T37TTTK3^ GCAGICGCAT TCG3CACAGT 300 

TCDCTTCICA AAGTIGTTCA GCGTCACCQG! AGOXTOXT GACT33CCCT GTCCGTAACC 360 

70 ATAGCTXTTOG TTCCCCTTAC QGITCCOCTG TGXTGTGAG TTOTACK3CT TCTAGCTCTC 420 

ATACCCACCT TOCQCATTCTT ATIGCTGGTA ACCTTGOT?*; CCAGCTTGTG CIGGGTK7EA 480 

r5 CTGCTG3TAT OXTCATAAC OCTGGTACCC QXOmo: V3JTKJTKTT G03CATW3CC 540 

TTGGTACCCA CXTTOCCKTIT CGCCATACGC CTtXTTAACCT CCCIGAGGCA CATACLTXTC 600 

20 CTAATTCT3G AAGITACTTX3 GGTICTAGEA TK33XGAAA TTTCCTQCCC CTGACCTTGA 660 

TITTGACCTT GATOCTIX33C TK3CGACTG3 CCITOGTCGT TGCCTTG03A 710 
2* (2) INFORMATION FCR SBQ ID NO: 983: 

(i) SECUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLOGY: linear 



30 



35 



40 



45 



50 



55 



(ii) MOLECULE TYPE: UNA (genome) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1605RP 



(xi) SEC/JENCE DESCRIPTION: SEQ ID NO: 933 : 

GATCTTCTCA AAAGTAGCAT TTACAATCTG CGTTAGCGTT GCTTGTOCAA TICCCTGGTT 60 

CGACGAGCTT AGIGACAGGA TGAAAATATT ATAGATTTGT CTCACGXCT TTAATAGTGA 120 

TOCACCGTGA CAATTGCAAT AAGGCTCATC TGTCAATATA CAGCTTGCGA G3GCGCG3AC 180 

TACCTGCAAC TCCAXTTCC CATCAGTCGC TICTCCATCA AAACAGTCGG TTATOGTATC 240 
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AAOCMCAGCA TCTATCAGCC OCA'i'iCTlGG Adb'lULUUJA ACACCAGAGT CT33CAACGT 


300 


5 


ojiugcl'iu* ■iulntjuku; ciulxjuaaxt tggags^ttg actaaaacat tctcgtctaa 


360 




CULVITAAAG OZAAACAACT TTGATAGACA ATCAAGAQCG CTAACCTGTA TTIX7IG3AAC 


420 


1 10 


ATI AGTTCT A CACCAAGCAC GEAGTGCCTC AAAGACCAAC AGAGAA2CCA AAAACTTTCG 


480 




ATCGr.TiCA GAXIGLAGGA GIMUL'ICLGT CAAGTi'mC ACAGirTTCT CAACCAGTTT 


540 


IS 


TICATTA1TA GGATGTTTGT GCATGGATTT TX'I'l^'IAGT ATACCCICTA AOCTTAGTIT 


600 




CACAAGATGC ACTGOGGATT TCATCGTCCA TO3ACEACCA G?GACATTO3 AATAT3ICCT 


660 


20 


TGTGTGAOGC TTGAGATTAT CCTGCGAC 
(2) INFORMATION FOR SBQ ID NO: 984: 


688 


25 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: Single 




30 


(D) TOPOLOGY: linear 
Hi) MDLBTULE TYPE: DNA <gencmic) 




35 


(vi) ORIGINAL SOURCE: 




<A) ORGANISM: PAGl 605UP 




40 


«xi) SEQXffNTE DESCRIPTION: SEQ H> NO: 984: 






CATCAGAGCA TCCGATGAG3 V33CMXX33C OXGTCCGCT G1GTCTTTCT TCGCGGTATC 


60 


45 


liXVlU-liM Ai^L'JTrtX'r ILTUAATWJT T03GACTGOC TTATCTTCAG AGGAAGCGGT 


120 




ACOITCCTCA CTCTTAGGAG O30CCTCTC3C GCTGC'll'iTA GCCTCCTOCT TTGTTCGCTC 


180 


SO 


CTCOGCCTTA UUAUro.'lT 'ILTiUUL^AL AGJ1T1V1TA O^VDCAACTA GCTTGATACC 


240 




CGAGCTCGAA GCCAACTTGA G33TCTTCTT TGil'l'l'lCGA (KAGTCOCAT TCGGCACAGT 


300 


55 


1234 




..crw-irv 
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■lUJL-rn_-HJA ANJYKTTTCA CrXTTCTACCCG AOXJGTOCCT GACTGCCCCT UllCGTAACC 360 

5 ATAOCTCTGG TTOCXTTTfiC GGTTODCCTC TO3CTCTGAG TTCTACT3CT "KTTMXTTCTG 420 

ATACCCACCT T3CGCATTGT ATTIXTGGTA ACCTTOoI^G 02AGCTTGTG CT GJrJ^ lft 480 

fO CIQCTGGTAT CCCTCA.TAAC OCT33TKXX: GCCG3CTIGC TOB I TOn flT OCOCATAGCC 540 

TTO^TACCCA CCTOCCTGTT Q32C&TACCC CTO3TA?CCT CCCTGAGQCA CATCCCCCTG 600 

15 GIAATICIGG AACTTACTK3 UJl'lUrAGTA TTOXCGAAA TITTGCTGCC CCIt^CTTTC 660 

A0TTT3ACCT TGATCCTTQ3 CTTOCGACTC OOTOJTCG T1ULXJI'U3CG ATTGAATTTC 720 

20 ATCTT 725 
<2> INFORMATICN FOR SEQ ID ND:985: 

25 (i) CHARACTERISTICS: 

(A) LEM7TH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TCPOLCGY: linear 



30 



35 



40 



45 



SO 



55 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1606RP 



(xi) SEQUENCE DG9CRIPITCN: SEQ ID ND:985: 

GATCAAGCAT A1CAAATTTC CGGCAATCTC CGXETTCATT TTTTIGGACA ACTCGOGICT 60 

CCACAGGGTC CATCTCCATC AGCX3GMCTA TAGGTTGCGA CAGTGGCCTC ACCTTGGTAC 120 

TCTGCGAGAG AATTGAGACG CCCTTGGAGC TGGCTCTATG GTAACTGTCG TCCGTCGCGT 180 

^GGTIGGTCAA AGACAGCGAC TCTGAATACT CGCATTTCGC A1CCCGGTTG C3CCGTACGT 240 

AICCGTCGCC CCTQGACTTC ATGQCAGT33 TCICCGAGCA GGAAGACA3C GAAGGTAGTC 300 



•JSOOCID- -rEP OB66129A2J. 
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TCPuivjJOO^ CCTCGQCGAT fiCXJKXJTPCT CGAGCACAGA CTCSnGICT CCOTICCCQG 


360 


5 


TCAiViiiVJT CGOTICAGTT CGCGACAACG CTOXGftCCA TOXroCCCC CICCCCTICT 


420 




TTCTSK33AA GCQCCCAAAC ATTAAATCTA GCTOZTTCTT CCTOGTACTC TGTTCGCICT 


480 


10 


G-i nu-lUXC GGCGAGCCCC TCGGATTCAA TCTOTGTACA GCCTTTATGC OGCACTIGCT 


540 




03TCCTAATT GGCTOCCACA CTCCTCCTGC TCGAACCTAA GGCGICIGTA CCGAACQCTT 


600 


IS 


TCGITCACTT GAGCuiuGGj GCUIAATOTA TTATTCGAAC CTTOTAAA/C CGGGCTICTG 


660 




TACGCTATTA GTTAGCCC 


678 


20 


(2) INFORMATION FOR SEQ ID NO: 986: 




25 


(i) CHARACTERISTICS: 

(A) L^NTTH: 703 base pairs 

(B) TYPE: nucleic acid 

<C) STOANDEENESS: single 
(D) TOPOLOGY: linear 




30 


<ii) MOLECULE TYPE: ENA (genctrdc) 




35 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1606UP 




40 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 986: 






GAli_VA*.nu AGTACTGAGA TATLAAGTCA ATACCAGGAT AAGCTTICAA AGCACCGTAA 


60 


45 


TCCTACTGTG CAAIGGTGGG GACCTACTGA TTTCTCGCAC TTOOTCCTAG CGCCTGAAAT 


120 




TTTATCATAC GTGTGCCGAG ACGAACTGGG CCTTOCAGAT AICGAIGAGG CTTOGACTTA 


180 


SO 


CATGGAASGT ACCACGGAAT ACGGGTTAAA TGTOGCGGAC GAAGAGCCTC TAGATATTIG 


240 




GGAATTAGAA TA03AAGAGA AAAAGCTGCA AGGGTTAGGA TTAGGACCCA AGTACAGCAG 


300 


S5 


CATGACTTAC AGAAAGCATC CIGCCAGGGC GTCGGCTG'IA TTAGAIACAT CCAAAAAIGG 

1236 


360 
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TTCTAAAGAG CATAAGCGTA AAGGAAAQCA ACACAAATTA AAAAAAQ3AC AGCAGIOTAC 420 

5 AAAGATAAGG GTATCAAAAA AAAGGCGACG CGTACAACCA CACAGCATAT QCGATTAATA 480 

ATCTTACAAT CGTACTAAGT AATACATACC GOGCTTATAG AATCTGCTa: TGCACOGAAA 540 

ro GTTOCATATC CGAAAACATG CTATGCAGTG GA0X3ATCGCG TACCACTTTT TAATCCGATA 600 

AAAGTGGACT AQ3GATAAAT AGTAATTTCA ATAOQGAAOG TGAATITGAA TTGAGAA1TC 660 

>5 GGATAATGCT GTGGATl'lLT GTGATTATAA TACCATAAAT ATA 703 

(2) INPC^POTCrJ FCR SEQ ID NO:987: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 622 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCEENESS: single 

(D) TOPOLOGY: linear 

<ii) M3LECULE TYPE: rNA (genomic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1607RP 



35 



40 



45 



50 



55 



Cxi) SECUENCE DESCRIPTICN: SEQ ID NO: 987: 
GATCACACGA CAGTGOCAGT GG333CAGCC GOTAGUOJIT G3COXATCG TGAAGCTGAC 
TOCGAAGAAC CCCTTOTACA AAGTCXXXGA GACGGAAGAC CTGTCGACGG TCATG3GCAT 
CCTIGGCTCC O303TOCACC GTGTCGCCAT TGTGGACTCC AOTKTTCAT CEATCO?K3G 180 
CATICIOTOS CAGQ3ACGTC TGATGAAGTA CC7KJTOGGAC AACG0OCGCC AGTTCAGCAA 

cxtiggaggtg ctqctcaact ogto3^toca aaagttoogc atcgotctoc tggatccaca 

TACCCCTCCT ACTTO303GC AGTCX3D3TGT TATTTCCATT CIOGACACAG AOCCOCTOCT 360 
CGTTODXTG CACAAGATGC ATACAGAACG GATATOCTCC ATCGCAGTGA TOGACCACCA 420 



60 
120 



240 
300 



«SOOCtD<£P 0666129A2J > 
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35 



40 



45 



SO 



480 
540 
600 
622 



orcatcctc ctcgcgaaca tctctgtgac agacgtcaag ogsttacgc gcacctc32a 
5 gtatccgttg ctozacaaca octcccgcca tttovtcagc (ttcatcctca acaaocccgg 

cctcgagatg «3caaggact ccttocccat cttccacgtt taccccacct c g ico croa c 

TO CnXACGJTC a3GAAGCK33 IT 

(2) INFORMATION FUR SEQ ID N0:988: 

' 5 (i) SEQUENCE CHARACTERISTICS: 

(A) LE2NK7IH: 674 base pairs 

(B) TYPE: nucleic acid 

(C) STRSNDEDNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MXEOJLE TYPE : DMA (gencnU-C) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1607UP 



30 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 988: 

GATCGGTGCC OGCACCTCOG CCOGATTCTT O30CAGCTCG TTCOGAATGT TCOOTVKX3A 60 

CITCTGCTTC TTCATCCCAT OCACCTCCGT CCCGCCGCTG TCCAAAGCTC GOTTG3CP3C 120 

GCCGCCACTC GTACCTGOT GOOCTTCTTC ATCTTCAATA ACTATCACTT GCATtX C GIT 180 

AGTAGCTOCA CGGTQCAGAG G3CTOTAAAC CTOCCCTCAG CCCTTCAAAA 03CCCCACCA 240 

CATACCTK7T CGTCCTQSAA TCATGATTOC CCCTG3EAAT CTTCACOCTA GCACTAATTT 300 

QSIT^CTAAC TG03CTCTTG COGACTGGAA TTGGTQ3TGC AGATGGTGAA GTCTCATGTC 360 

GTCCATTTCT GCCGATGTTA AAATATGGGT TTCCGAAAAA G Cll 'l UL ' l ' llt CCCTTGACIG 420 

ATGCTCGACT CACAGAGGAC TCACCAGAGC TTGAACCGCA OCCAGGAAGC ATTCCTGTCA 480 

£5 TACCAGAAAG Q3DCCACGOC GftGAATCAGA ATCGATGTTG CATAGTCG33 CAGCAAGAGT 540 
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GCTCCPCCGC TCGQ3GTCGG CAAGCGCAGA TGCAACAACT COGT3CACAG CAJCACAAGC 600 

OTATAGCAT G3CTKrCCA ACGATTTCOC AG3IGC033A CTTCAGCAAG TATIGCCGAC 660 

CTGGCCQ3IT ACAG 574 
(2) INFORMATION FOR SEQ ID NO: 989: 

(i) SBQJQ^E CHARACTERISTICS: 

(A) LENGTH: 733 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDGCMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1608RP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 989: 

GATCAAAACC ATCACCAAGT TTATICATGA AGTGTCCGAC GATTTCAAGG TCATCATAAT 60 

35 CGAGGCAATT OSTACTTTGT CGCTAAAGTT CCCAGATCAG TGGAAGAATA T TCLAUU LT I ' 120 

TITAATTGAC ACTTTGAAAA GICCAGAGOG T33GTATACA TKZAAAAATA ATATGGTAGA 180 

40 TGCGCTGTTT GACCTGATCC AACATGTACC TCAGTCAAGG GAACAGGCTC TGGAACACTT 240 

GTGTGACTTT ATTGAGGACT GOGAGTTCAA TGAAATCTCA CTCAGGATCA TITACITAJT 300 

45 GGGTAAGGAG GGCCCCICGA CAGAAAAGCC TTCGCTTTAC CTTAGACACC ATTACAACAG 360 

AGTIGTCTTG GAAAATTCAA TCATCAGATC TOCIQCTGTT AC03CATTGT CCAA G ' l ' lTI C 420 

50 CTCTCGGAAG AAAGATCCGT CGTTAGCTEA TTCCATCGAA AAATTGCTAA AC<33TATCCA 480 

AACCGATGAG GATGACGAAG TGAGAGACAG GGCAACCATT CTAGTAAAGC TCCTTGAGGA 540 

GAACAAGGAA AAGCCTGGTG TTGOCGATGA ATTTATCCAG CCAAAGCATA GTTACGATCT 600 



ISDOCID <EP 06661 29A2_t > 
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15 



20 



25 



30 



(ii) MOLECULE TYPE: DMA {gaicmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1608UP 
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ACTTGCOCTG GAAAAGTAAA TTAACGAACT ATCTCCACCA TAATGAAGAT G X 'J' J ' IU CCA 660 
5 CACCATTIGA 03CGT0GAGC ATTCCAAAGT TACACAGAAG AGGAGCTCAA G3CTATTAAT 720 

TTGAAGCAGA AAC 
70 (2) INFORMATICS FOR SEQ ID NO: 990: 

(i) SB^JENCE CHARACTERISTICS: 

(A) LENGTH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
<D) TOPOLOGY: linear 



(XL) SECOETCE DESCRIPTION: SEQ ID NO: 990: 

GATCTGCGCA AOGATAAAGG TGTrCATCAA GTCATTGTGA ATGAOGCCGG CAGCCTGTGG 60 

3S CQCCTEK7IG CCATTTCIGA TOGTCCATTC TCTGACTTCG TO333CC0GC AOGTCAAGAA 120 

CGAGATCAGA TCCAGCTTCT GTOTCATGGT GGTGATGATC TITGG3AA33 CGGACTGGAC 180 

40 QCCGATCTTC TOGCACTCCT CGACAGGCTC CTCGOCQGTC ATGTGCGACA GTCICPCCTC 240 

CAGGCACACC GAGAAGGGTA TAATTAGATC 0CCA03GGAG TACTTGTCGA TCCACTCCTT 300 

45 GATCTICAAG AGGTGCTTCT TCITCTTTCT AATGTAGTOC OGCTCCGATA GGTTGATCAG 360 

GTAGATGGAT GGCTTGGOGG TTAQCAGGAA CATCGAGTTC ATGAOCTCCA CCTCCTTGoT 420 
50 CCTCCAGGAC TGGTTTOCGA CTCTCTGACC CGACTTCAAA AGCTCGATAA TGCGCTTCAC 
CAGCT03GCC TCCTOCTTCT TC1GTTTCAC CTCCAGGGAC TOGOCGCCTC TCTTGGTGAT 

55 CTICICCAOG GCCTCCAOGT GCTTCTCOGC GAACTCAATG TCCFTCAAAC GCAATTCCGT 600 



480 



540 
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C^TAATGATG TCCAGGTCTC TGACCGGGTC GACtTTCACOT TOTCTTOX 660 

5 GTOGTCGAAG (IAACGCACGA OCTGGTAGAT 03AGTCCACA, CATCTGATGT OCGATAAG^A 720 

GCC 723 
, 0 (2) INFORMATION FOR SBQ ID NO: 991: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 692 base pairs 
is (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1609RP 

25 



(xi) SEOU3-JCE DESCRIPTICN: SEQ ID NO: 991: 

CATCAGACGG TAATGGCGCG CATGCTGGCG CAGGTGGAGC ACGTATCTAG OGTCCATCGT 60 

CTCTTGCTGT GGTGGCGGOG GCGCGGCAAG OXxriOGCTG CGCGAGAAAT ACAGTAGGGA 120 

TCTGTCGCGC CCG03CACCA GGGCACGOGG 030030CMC AGCGCCGTIT GCOTCTTAAT 180 

CGGGACAAAC GCATATAAGT AGAGGCTTAG GCX9CTCCTCG AGGGACGGCA CAACACACAC 240 

AAGGACCAAT GAACACGA3T ATCAACTTCC AGGAAGGCAG CGCGCAGGCT CTCAGCGAGC 300 

ACAGCATCTT CCCAGAKJTG CTGGTGTCCA CTGCTGAAAA CGGTOCATCA O^ACACCTTG 360 

TAGTGGAGTA CCCGGGCGAG TCTACAGCGG TGACGCTGGG GAACGTTATG CCTGTG3AGG 420 

CTJV0OCAGAC GGTGCCCAAC CTGATGTTAA TCACGACCOA GGCGGGAA-K: GTCAGGGAGG 480 

QGCAOCTATT CACGCTGGCG ATGACAGACC CAGATGCTCC CTCGCG3TCG GACCACAAGT 540 

55 GGTCGGAATA CTGCCACTTT CTGGAAACGA ACATAACGCT GGGCTCGGAT GA03GGGTGT 600 



30 



35 



40 



45 



£0 
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CGCACGTGGT GCIAAAGGGC ACCCCGCAGG TGG*3CACAT 03XCCT3CG fTTTTmrC 


660 


5 


GGCACAQ333 CIO*rGGTA CGTGT37TTG TV 
(2) INFORMATION FOR SEQ ID NO:992: 


692 


10 


(i) SEQUENCE CHAFJCTERISTICS : 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 




IS 


(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: ENA (gsxirdc) 




20 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: P2G1609UP 




25 


(5cL) SEQUENCE CESCRIPTTON: SEQ ID NO: 992: 




30 


GATCGAGAAG ATITGGAGAA COAAAGCGTC TTGGTGCTAG CCTOGTGACC OCCTCCCQGG 


60 




CTCtiA?CT32 Q3GATATACT ACATAAAATA CGTIATCCCT aSAATTTGTA GCATTAAA33 


120 


35 


ACTTAT33ftC TATTCTGTAT ACCTOCXCTT CnXTTGCCA CCCGTAXAA IGCCAAACTC 


180 




ACTCCGAGGC CIUX'IUJI^ GCCCAACAAT CGGACTCACG CGGACCCGAG CCCCGCAGTC 


240 


40 


AOGI\a_ujJJ C^OU'ICGCG CCCACATCAC TCCGCTTGOC TOGCTTCCGC ACCCCOCCAC 


300 




GDGACIOCOG GCCCCGCAGC CCGMXTTCSAT TCTAGTIGCA TAG3AATCTA G3CTAAAATC 


360 


45 


ACGIG^CIGA ATCGCGCGOC CACATCATAC CATG33ACAC GACCCCGACT ACCCCCCCCC 


420 




OCCCGCGCCG CQCGCTGCAC A3CMCCGTA TACG3CGCAG GOXAGTCCG GTCG33CGCC 


480 


SO 


TCTGAGAGOG CGCATO3CCG CCGATGCTGC ATOXTGCCT CGGTGTTGCC GAttSATGTCG 


540 




AGGCACGTAC QCGGGeAGCT CAGTTACCCG AACTTACOX TTCTTCTGAT TAAATTIGGA 


600 


SS 


CTGAAACTTA AAAQOJJILA GCAGIGGCAA ATCCACGGTG AGAATAATTA CAOGAAACA3 

1242 


660 


4<;rw^trv -co 
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G3JK3SACCA GCTOCGGAAC TAGACGACOG GTTOGTGTOG CAD3CAraGA AGGTATTTTK: 720 



(2) INFCFMATICN FOR SEO. ID NO: 993: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 731 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genanic) 



(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1610RP 



25 (xi) SB&JENCE DESCRIPTION: SEQ ID NO: 993: 

GATCAATTTC CTTTCCTATA C7TTO3CGTCC CAGGCTCCGA GATAGCCCCA CAT3ATAAAT 60 

30 TOCTATCOCA CAT^KJICC I03TTGICAT TCTIGTCCAA ATTGCTCAAA TCAAAAATCA 120 

AACTACCATC ATCT03TTTC ACTTTCAGTA AACTATCQTT TTK7ICTGTT GCAG3GICGA 180 

35 AATCCATATC ATCOCGTAGA TATICTATGT ACAGCAGAAA C03AACCTTC TCTGCIGSGT 240 

TCAACACCTG ACCTTCGTTA QCAQCAATAT TTACAAITCG AKOCCTIG CCCTTCTTAT 300 

4Q TW33333CAA CAGTCTCAQ3G ATAICTAOZT CAGCTGOCAA GTCCCTATTC A!K5VEAGAAA 360 

QCTCAGCTCT CAATGAAGTT AOGCGAGCTT CAGTG33AAC TTOCGOCAAC TTCCTCGATA 420 

4£ TCGTTK7TAG AGCAATCACA AACTGCATCT 03CAGD33AA GTAATTTGCC TTCAAGATTT 480 

TGATTTTATG TGIGGCTGAT AAACTGGAGG OCTCCA03TT ATAGATGTIT GCTCCATGCC 540 

SQ GAGATCTCTF UJbTl'IUlUG CTCTTCTTTA AATCATTGGA 033AGACTOC GTGATGCTAC 600 

CACTICCATG CTCCTCCAAT GATTGCTGAT CXTTTATACGA GTGCTO^AIC 660 

GAGAATTCAG ATCCAAATTA CQCATAGAGT TTGTGTATTC CTCTAGCTTA OCACCATCGT 720 



55 



NSOOCtD: <EP 0666129A2_I_> 
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731 


1 5 


(2) INTCRMATTCN FOR SSO. XD NO: 994: 




10 


(i) SE£UHCE CHARACTERISTICS: 

(A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 




15 


(ii) MOLECULE TYPE: EKA (gencxnic) 




20 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1610UP 






(xi) SECUEt-JCE EESCRIPTICM: SEO; ID NO:994: 






GAJOGATCTG TAQ>GAGCCG TTACAACAGG CACTTGTAAA AAGCAATATC GTEACTTTTT 


60 


30 


TGCATGTCAG 'rrrri'HJL'lV GAULOTOGTC AXGCGAGGA ATGAGTAATG GATACTTTGA 


120 




CGACAGAAAA AGTGAAAACT TTGAGCGGAC ATOGCAACCT GCTCGTTAGT AGCACCTAAG 


180 


35 


CGCAGGTTAG CACAATOGCO CCAAAGGATA CO30CCTGTC GGAGACCTCT ACGOGGTCTC 


240 




GCTATA1CAA AAAGGGCAAG ACTTT.&GN3A ATCACATTGA GCTACAGTCG GTGACQCCAG 


300 


40 


CCAOCGGGGA GTTCCOCGAG GACCACACGG AAGAGGGCGA CTACCAGGAG ACGG«33TCA 


360 




AGAGGGOGCT GAAG30GOGG CACATCTOGA TGATCGCGCT GGGCGGGACG ATAGGCACAG 


420 


45 


u_Cx^ J n^i' ■1UIUATICCA lULLLLJL'IUU GGACAGCGGG GCCAGT3GGG TO3CTGTTGG 


480 




CG^ACATCTT CATCGGTACG GTGGTGTfcCT OGATCAGGCA GTCGCTGGGG GAGA3GGCGA 


540 


50 


UJ;-.1<JAT1U_- lUHiflcroCT CGGTGAG33T ATTTTCAAAG CGGTTTCTGT aXXTTCCGTT 


600 




ItXJCGTGGCA AALU^JIATA IGrACTGGTT C^UVTIGGGCG ATCACGTTTG CT3TCGAGCT 


660 


55 


TTCTCTGGTT GGOCAGATCA TACAGTACTG GACGGACCGC GTGCCAATCG CGGCGTGGAT 


720 


JSDOCID- «€P 
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TGTGATT7C 729 

5 (2) INFORMATION FOR SEQ ID NO: 995: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEM3TO: 666 base pairs 
w (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
CD) TOPOLOGY: linear 

JS (ii) MOLECULE TYPE: DMA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1611RP 

20 



Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 995: 

GATOCATOGT GGTGTCGTKT ATTACCTGTA ATICCATTGA TATCCTG3CT ATQCACIGCT 60 

CGAAACQCTC CICCAGCGCC TOTATiTIGT TATITZAGCTC CAAGTACTCC GCGAGCTTAA 120 

AGGTCAACGA GAGCGACCCT G3ATTOCACC TOACG333AT CTCAAGGACC ' n iTC G 'l U L T 180 

OGTTTCTCGTC CACAAACATG C03TAGTTGT ACCATA2CTC CGOOXAAAG CACATGTGCT 240 

GCACA337IG GCGGIGCAOG TATTCCACGC GCTG3CG2AG CACGACTTCG G3CAGGTCGA 300 

GCTTGTKJIC CAGCTOOCAC T33VICCPCT TCGTCCAGAT CTOCACCTOG TACTCATCGT 360 

ACTGACCQ33 O30AG3C^G3 TICTGCTGTG TCX30CT33TT TAGCTTCGTG G3ZAGCGAGC 420 

CCOSCACO^C CTTCGTCAG3 TTCGACCACT CCTGGTACAG CGACCQCGCA TICATGTAGC 480 

TCGCCGAGAG CTCTCCGATG AACTTCCGCG CCGTCAACTG GTT3ACCTCC TOOTCCCACT 540 

50 G3GTIGTATTT CTCCCAGTAC 03CTCCAGCG ACTCCACTO3 CAOXACAGC AOaCGCTTGT 600 

ACAGCTIX3CG CAGAATOTCG ACCC03CTCT GCTCCTCCCA CITOOTCACC GOCTTCCACT 660 

55 GCTCCA 666 



25 



30 



35 



40 



45 
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(2) INFORMATION PGR SEQ ID NO:996: 






(i) SEQUENCE CHARACTERISTICS: 






(A) LETCTH: 623 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 




10 


{D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: ENA (genemic) 




15 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1611UP 




20 


(xi) SEQUENCE CESZRIPTICN: SEQ ID NO: 996: 






GATCTAAGGG ATG33TCACT GCTGCCGGIG CTCACAGCAG T03CACGTAG CTAGTAAIOG 


60 


25 








TOCGAAATCG ATCAAAGAGG UiWoIUUJ CGGTACAGGC AGAAAGCACG CCCGCCGATA 


120 




CAAGTICCAG TIXTLACAAGC ACCIGCAGTT CCAGQ3TACG AOGTACCAGG H37IGACTTC 


180 


1 30 








GOiXuumT UIUftiwAJL' GCGCAAGGCG GCGACGAICA cmUJlTlUr 


240 




CAAGTGCAIC CAICGGAAAA TCAACGACGA TGIGACACGG ATCAGOGACG AGCGGGTGAC 


300 




GCACGGGGTC TCGAAGIGOG AGAAGTCGAA GCIGTTCCTG CKX7IOGIGA CGCTGTO3CA 


360 


40 


CCGGOOCGGG CCOGAGTACT COCTO3ACAA GACGAACGGG TTXCAGAGCC GCG0333CGG 


420 




^GACGGCGCG CGGAAGAGCG ACCAGGTOSA GGAGGOCGOG AGOCGGCGGG GCCAGAGGCT 


480 


45 


CGTCTOCACA CIGGIUGAGC AGAICATGCG CGAGAACATC ACGGA3GACT ACGftCGAGAG 


540 




COIGCACGAC GAGAACTACG TGTICTCGTC GATATO33CG AACTICAIGG AG3GGTTGAT 


600 


SO 


AAACCACTAC CTAGAGAAG3 TCT 
(2) INFORMATION FOR SBQ ID NO: 997: 


623 


55 


(i) SEQUENCE CHAPACTERISTICS : 

1246 
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to 



is 



20 



25 



30 



35 



AO 



45 



SO 



55 



(A) LENGTH: 708 base pairs 

(B) TYPE: nucleic acid 

(C) S1KANDELT1ESS : single 

(D) TOPOLOGY: linear 

(ii) MOLFOJLE TYPE: ENA (genomic) 

(vi> ORIGINAL, SOURCE: 

(A) ORGANISM: PK51612RP 



(xi) SEQUENCE INSCRIPTION: SEQ ID TO: 997: 

GATCCATGCG ATAAATCTCC TAGTGGTGTG GTTTCACACG AAGCAGCTTC CGTOJTICIQ 60 

gtogtttttc ctocagcict gttcgpgcit gattitggtc TrrrrGGGGA ojiggaccac 120 

CAGGTGGG3C GAGCTTCGOG ACACUl'iTlT TGAGGGICIC ATAGATCAGG AAQCTATTAC 180 

OSGTOSGGCT GAGTCTCCCT ATCATGGCAG TTCTCAGAAC AGACAGCAGT TIGAGATCAA 240 

GGACTTGGAG GCACAGAAAT AGCCTACATT ATAAATACGC TIGAGATCAT T0TAGO3CCA 300 

C3GTGAGACT GATCATTOGT AAATAGCATT TEAATAACGT AATATATCAT AGGCTGGTEA 360 

TTTCGGAT3C AGGACTCCGA AATAGTCT3A CAATTATGTA CTGTIAAGTr ATTTAnTIC 420 

AGACGGCGTA TCTCQCTTGA AACCTGTTCC AGTGCACAGC AGATCCAGCA GCTCGAATAC 480 

TGATTTTTIC GTATTGTTAC CTGGTCGACA GAICTCCAAG CCACCCTGCA AT03CTGCCG 540 

c?gc*igcagc attgctacog tagactccag cctagtgaca AGATGATCCA ACAAGGATAT 600 

CCAATCGTAT TCCCTOTTCT GGCTCAGCGC TTTATCAACC TTTTTATCAC GAGTCATATG 660 

TGTGGGTSGT TGTAG3ACAC TATIGTCGAT TTCGATCAGA CCGCCGTT 708 
(2) INFC^MATION FOR SEQ ID NO:998: 

Ci) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 732 base pairs 

(B) TYPE: nucleic acid 



1247 
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(C) STFANDETNESS : single 

(D) TOPOLOGY: linear 

£ 

<ii) MDLETULE TYPE: CNA (genomic) 
(vi) ORIGINAL SOURCE: 



'5 (xi) SBQUENZE CESCRIFTTCtJ: SEQ ID NO: 998: 

GATCAAATAG ATGTGCGCTG CCACATAGGA CGGAGTCGCG QCTAAGCTGT GTGTTTTACC 60 

20 TGGAGGCAAC TCTIGGACIC CTUKTPC^X AATCGCGCCC OGAOC7K3D33 AACAAQ33AC 120 

TATATAACAA GCGAGGAAAC CACLTIUIIA TACOCACGGG GACCAACGAC ACAGCAACGA 180 

25 CACAGCAACG ATQ333GACC TCOG3XTCT TAITGACTTG ACGCGGATAT CGGAGAOGCG 240 

GTATGAATOG ACGAACCATC ATAGGATGAT ACACG33GGC AAGGOGCTCT ACGGGGGTCT 300 

30 GCTAGTGGCA CAGGOGATAC TGGCGTCGTT CT2CTTTGTC OCCAGGGACT TTATTCQGCT 360 

CTTXX7TO2AC TODCTGTTCA TQ3TO33333 AGACAATGCT ATCAAGACGC AGTACGAGGT 420 

35 TCAAD3XTG CGGAAGGOGA GCAACTTCGC GCACCTGTTG GTG03CGCGT ACCAGAAGGA 480 

CAAGGAGCIG TTCACAATGC AGATCATCTA CCOGGGCGAC CTOGGCAAGC AGOOGGACAC 540 

*° GCTOCAOGGC AAGGACAAOC TQ3GCCCTGT GGACOGGTCC CAOCK3GAGG A03CTOGGC 6C0 

GCTATGCAGG CGGGAICTAC TGTCCAACOG TGAGAACCTG CAGGCGGTGA GCGCGTCTTC 660 

GAGACGGATA ACXJGCCTTAA TAACATTCTG GAGGGGTTO3 ACAACACGTC GTCCGAGTAC 720 

AGGCTGGCIG GC 732 

50 

(2) INFOPMATTGN FDR SEQ ID NO:999: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 727 base pairs 

55 

(B) TYPE: nucleic acid 
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(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

5 

<ii) MOLECULE TYPE: Oft (gencmic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1614RP 



'5 (Xi) SEOUEMZE DESCRIPTION: SBQ ID NO: 999: 

GATCQ33GCG ATOGACCOGT QCTTOGACOG CCITCTOGCE CACOGCG333 CGITCTTCOC 60 

20 CGCGGTOCAG GAGG^XTTCT: AG0333ACEA COGGQCGWG GAACAGTTOC ACAAGTTCCC 120 

CGACACGATC CGTGTOGACA AGTK3GTCAC GTATATATOG OXGTGITCG AG3303TCIG 180 

25 CGTGTACCCG aXAACCAX AOLU-'IUDCA TCTOGAAGAC ATCAT3GTCT TQ3GTGTGTA 240 

CTOOGQCGAG QOGCQ333GZ ACCCOCTCTT GCTCATOXG A3CGTTCAGG 300 

30 ACQCTACGGG GTOCAGACQ2 TCCTCTGOGA QGAOGTATTG ATCATCAITC ACOGCAAGTT 360 

O33O3303GA CAGTCATACT TGATCATCCC QOTGGG2GGG AACGCAAAQG CGCGCATCTT 420 

35 CACGCGGCGG 03CTTOCTCG ACACTATO33 GGACACAATA OOCAACATTG COGACCCOCG 480 

GAGOGTGGCG CTCGCC03GT ICC1GAC1GC GOTCACGAAG OGCGOGGGIG CTGAGAAAAT 540 

40 CTTCAAAGAC TGGTCCATCT ACIGCGACAA ATCCATAT03 C03CGAICC CIX2ATCACTC 600 

GCCGAATG3C ATTCTOQGCT ACCTCCOGGA CTCCTOGAOG OCGATCOCG AATCCATCTT 660 

45 TGAGTATTTC ATCGTCTATT QGAAAACCDC AACAOZAAAC CACTOGAOGA ACAACATTTT 720 

CCACACC 

50 (2) INFORMATION FOR SSQ ID NO: 1000: 

(i) SBJJEjgCE CHARACTERISTICS: 

(A) LENGTO: 726 base pairs 
55 (B) TYPE: nucleic acid 



727 
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<C) STFANDEDNESS: single 
(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 
frt (A) ORGANISM: PAG1614UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID 10:1000: 

GA^XXTTTK: ACCAACAGCT GTCTG33CCA QLTQ333CCT G3SATGAQCT /CAACGAGGC 60 

AG7GAAAGCG CTCfiCGAACC TOXGCT32A CSGCTTTACA CT3CQ3333A. CGGTQ33GTIT 120 

TCCGCTGAAC AACGIGTACT CTCTOCCGGT AGAGGACGGT GCICAGA2GG A3ZTOCTGAA 180 

C?GCAGTTOC OX^XAOCT O30CftOQC333 CK3CIX33ACC GK7K7IATO3 240 

G3COGAGAAG QCACAGCCCT CGAAGTTCTG GCTO3DCTTC JO^AGOCQCA AGTTEATGAA 300 

CAAG3CGCTG TAA33CGAAA T2i03TfiCGTA OCTO30333G CCAG3AAGTA TTTAIAAAGT 360 

TO3CIOTATC QCTACGAOGT TTTGG7IQ3CG TGTQCCTTT7T TOGAGCQCAC GAGGAGITCA 420 

ACG0033AAG CIC33AGCTG TTCCGOTRTT TICACGATCG CGTTCACGTC AATOCTGAGG 480 

TO33TOTTIT TO3D3333AA QCCTTCGAIU COGCOCTOCA aTTCTCTCAG CGCCT03>GG 540 

ACftOSCTCAT £GTCTOCATC TTCTTTCACG CGCT V1TRJI ' ATCITTGGAA GGACTGftGCG 600 

ATGTCTICGA TACCG337TC GACTCTttTIU AICATC'TCGA TOCOCTO33G CAACAQCTCA 660 

TCGC33TO3Z •K7rKJ337TT OXGTCOZTA ATCAICTQCT GGATTICGTC ATCGSICAAG 720 

CCCGAT 726 
(2) INFORMATION FOR SEQ ID NO: 1001: 

<l> SEQUENCE CHARACTERISTICS: 

<A) LENGTH; 704 base pairs 
(B) TYPE: nucleic acid 
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(C) SnWJDEXNESS: single 
(£>) T0FOLCGY: linear 

(ii) TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1615RP 



60 
120 
180 
240 
300 



15 (xi) SIX?JE3SCE CeSCRIPTICN: SEQ ID NO: 1001: 

GATCATICAG CTQ3AC3TCA OCOGACTACT GTTOGAOCCC ATATTCACOG TCCCCGAGGT 
20 GCAGAfiCGAC ATOGTO3AGA TICTXGCCA GTATATGCTG GAGTC033X GQ0CGTACAA 

GCAGGGTriC CATCAGC7rAT GCGGCATGTT CTACATGCAG CrTEACCOCA ACCOZTACCG 
25 GGAOC33CAIC CAGCACAOC^ G3CTACAIA.T GTICAAGSAG AO^riAGCTGT 

GACCTICTAC GACGAQ3SAA ACCTCATCGA GTO3ACGAAG AACACGTTIG AACCGATACT 
30 TO3ACACG03 TIGCCAGGCT TGTACGAGCA GCTICTAATG CAOCATGAQC TOSACAACTC 360 

GATATO3CIC ATOD3CP33A GCAGGCTOCT CmCTOOGA GAGTTCGAOC TOGAGTACAC 420 
35 GCTTIOCTrc TO33A1CACC TGCIGACATT TAGAIACCCA GTATCCCAGC TOSraGCAGC 480 

CATEATOGTrr GKTCICTGA CACTCATIGT ACAAGAACIG CATTCCTGIG AAGACCACGG 540 
40 CGACCTGATC TCTATTCTAC TQZACTACCC TCCTO3AAGC TOCTGAGCGC CCCCAGA1GA 

TCOXIUJJZ CCG^ACGCTT CCTCATCTGT GGCTCGCCGA ACAAIA3GAA GACATOCAAC 
45 TCATCIGQ3A TTCACTAATT AAGTOGCACA ACG3D3CCTG GTIC 

(2) INFORMATICN FOR SEQ ID NO: 1002: 

50 (i) SEQUOCE CHARACTERISTICS: 

(A) LEM?IH: 706 base pairs 

{B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
« (D) TOPOLOGY: linear 



600 
660 
704 
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(ii) MnTFCULE TYPE: ENA (gencmic) 






(vi) ORIGINAL SOURCE : 

(A) ORGANISE PAG1615UP 




to 


(Xi) SEQUENCE ASCRIPTION: SEQ ID NO: 1002: 




IS 


GASL'I^TIA TiV-UWifiCAA CATTGCGTAT /¥33GACTGCT CCTGCTTTGT GTGAGGAGAC 


60 




^iUlUCTGAC TTTAAATAAG TAOCATGAAA COTPCAGCCT ACGCT33332 CCOGTTTTTC 


120 


20 


AoTlUUJJAC GGAGAQ33TA TCAAAG3ACG TCGAACACAG CTAOGTTAIT GCJTTCGTKFA 


180 




GCAix+ji LTi C^AQOOCCTA GC7TTCACGAG 03CHTZCGACC ATOCT^OZA COQ330CCCT 


240 


25 


A<XOCCAAQ3 CCAGCTGCCG CAATA033CA GCOOCGTGGG CCCCTITTCG TAAGTATATA 


300 




TC<XCT33CC COOCCGCGCG GCCGAGGTCG OT33STCGAC AA3T33CTTCT OGACITCACA 


360 


30 


ACCTCCCGGA G3CX53TCAGT CCOCICCSGA GCClCftQCCA TAGACACtTC CICCGTCTOG 


420 




CGCAOAiX,T UiWJKKXCT G3CCT3TCCC aiTOUCIUTA CAAG33CCAG AGTCGACQCG 


480 


35 


iUi^UiULil' Q33333JTQ3 CIOCiAGTACA OCQ33XGCC GEACITCAGC GOGCAIGCCG 


540 




CGC03CTCAT Q33CTCGGAC C1Q3IOCAD3 TGCKJITXGA GTO3AACQCT GCAACGCGGA 


600 


40 


TCAAUJO-TA Ciujajj^AC CTGATGGK3C ACCCGCACCT Q03D3ACAGT AOCTCCCTGG 


660 




CC03CQGGCT GGAOCCOQCX: ACAGAAQCCG TOC03333C7T CGTGGA 


706 


45 


(2) INFORMATION FOR SEQ ED NO: 1003: 




50 


(i) CHARACTERISTICS: 

(A) LENGTH: €87 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 




55 


(ii) MOLECULE TYPE: DNA (genomic) 

1252 
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75 



20 



(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1616RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1003: 

CATCTGCTTC AAGAGCKXT TCTOTTAOSA CGAGCCCAGG ATGAAAATCT TOGAGA03GT 60 

CACAGGGTCC AGGAACGGCT TGAACAGGCG GAAIGC03CG GACAAGCCGA AIGGCGCGTT 120 

CATCATGTAG AACTT3CCCA TGCGCTCGGG GTAGTAGTTC TGGOOGATGT TCGAC03CTC 180 

CCGCACGTAG CTGAGCACCT GCGCGGCTGC GGAGATGGAG A3GCCCTTGA GGTCTAGGAT 240 

GGTOGAGGAC GTCTCGACGA CQCAGTCGGC CT3TCTOGAG CIGODCGGCA AGCGGIACCG 300 

CGAGAAGGAC TOGTACTOCC ATATCAAGTT CTTCAGCATG CGCTCCTGCG TCGTGATCTT 360 

GTACATCTCC CTCAGGTTCA CCGCGCCCAG CTCCTCGATC TACACCGGCC ICCCO'lllTr 420 

GTCCGTCTTG TGGTAGTACT GCGGGTAGAA CTTGGCCACC AACGGCTTTT CCTCGTAGTG 480 

GAAGTCCTCG AAGATCGTGT CCACGCCGTT TKXTTAOGC CACTICTCGC AGTICTCAAA 540 

CATIGCCCGC GCAGCCGCCC ACGTTOGAAC TTGOGCGCCC GCAGAAACOG CAAAAGCGIC 600 

GAGTCGTCCA GACGCTK3GT CAATCCGGCC TGCTTCAGCA CCTT333CAG CTCCTTCCAGC 660 

GCCGCCTCCG TGCTCCGCTC CG7CAGG 687 
(2) INFORMATION FOR SEQ 3D NO: 1004: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 685 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
50 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (gencraic) 

55 (Vi) ORIGINAL SOURCE: 



25 



30 



35 



40 



45 
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w 



IS 



20 



25 



30 



35 



40 



50 



55 



(A) ORGANISM: PAG1616UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1004: 

GATCACCTTT TO3CACGAAC qccacagaaa ATCCATTACG CGATTCTGCC CGTTCATTTC 60 

TGTACGAATG GGGAAATGAC TCGTO3CCAT GGCACAGGTC ACTATCGCAT TTC UITIU GG 120 

GOXGTGATG CCCPGATTTT CITX3CAGAAA GCCGCCACCC TGCGQGATAG G3ZTTEACCT 180 

CACATCW33C GCAAAGCIJ3AC AATAATCGCA GAGOTGCTTC TTACTTCATT CTX7TACCCCA 240 

CTAACGTAAT CXI2GCGGACA G3CACAGTCC TACOSTAAIC CTCTGAGATA CC?^ITO33 300 

TTGCATAATG ATCICGOCTA CACQ3CCGTC TTTGTTCGAG OOCATATCTC ATGCAAGATC 360 

GCGATGCCCG TGACGATCCA CCTTCACCAT TEACTOTTTT CTTTTTCATC TTTTCAAAAA 420 

GAAAOGAAAA 03Tt»GATAA AAAGCAAACA TTACTACCGA CATTTAAAAT 480 

CAGGACIGTA CX7TCATTGTG GOCGCTAACA GCACCAGCAA TGTCTGTCIC ACCCCTTGTC 540 

CTCTTTTGACT TTTCAACAGA CAATCCGAAC ACACTGCCCC GGGAATACGA CCTTGCAGTG 600 

GCCCGAATCT CJIT7FGCT33G OCACGGGGGC AGTGGCAAGT CMU03JT TQCT033ATG 660 

OCTACAC03A CTO3AGAGIG GCCTC 685 
(2) INFORMATION FCR SEQ ID NO: 1005: 



Ci} SE£XJE*CE CHARACTERISTICS: 

45 (A) LEN3TH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRAMDELTESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1617RP 



1254 
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20 



25 



30 
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<xi) sequence description: seq id no: 1005: 

gatcitgaca ccaatcgact tco33aa0cc ctgagicam5 gcctcggtct t33ataxtc 60 

caacgagaat atctctgacc ctgocatcgc tgtgaagggc acatctctgc ocagtx^ztc 120 

cgacaagccc a1cgccaxg cccttitgcc ggtcgacggc ggaccagcaa ccaacacggc 180 

ccocxxq3ca a3cgeaccgt tctgcaccat tttcftgaatc acooztq33g ccctcccccc 240 

cigtaactgg occaccatic cttocgfigct osm&qx tctaggttct cxttccagtcc 300 

caggccaaca aictqcgaat gtgtcgcaat tagcgacaag gacttcfigftg acatgtcatg 360 

ogcctccigt gtttgaatog acatatiata gaictttgaa actttgaaac cgtcaagm3a 420 

c7ixxaatoqc ctttgtcgat gftcogjtueaa ctgttcaaac ggtk7igcaa cat7-ccaaat 480 

tttg3cggag cxtigaggact aaaacqcatg ttatacgaag tca&3aagaa 540 

acctcctagc agticcitca ctctcaactt qgtcogagcg todsgtctga tgcttcgcat 600 

gggagagtac atatgtggtt gcaagccact tiogaacctg tq33ctaaog atctacgcat 660 

caccgtgaat gggaagcggt actiggtgftc t033ctoctc act 703 
(2) ojpcrmaticrj for seq 3x> no: 1006: 

(i) sb^je^jze characteristics: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

<ii) MXECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1617UP 



55 
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(xl) SEQUENCE DESCRIPTION: SEQ ID NO: 1006: 




5 


GATCAuriUi TCt^AAGAATI CATC7TCATGC AGAGAAATOG C^AAGCAATTT AIT3CTCAGCT 


60 




CCCTCCCCCT UriL'JC'iTIC TACCQZCAG3 O^TGCAGGC ATCTCAG3CG (TTCAACACAC 


120 


10 


CTAGTCACAA ACTLUJJUIT UiULUUKaG CCTATGCGTT CGTAAATGTT AAQ3CCATCC 


180 




GATGTT03AA <^^TuAc^i iWU'iCUJUL- TGTAAATTCT CAAAGAAACT GTCCAAGGGC 


240 


15 


CTATCCTICA CAAAGTCOGG GD3CCQCD3C AGCACATCTT CCAOC7TTCCT CTCTTCCCCC 


300 




GftJA-^riU: TCATCCICGT OTX^TTCCA CTTOCrCAGC TCCOCCTCTG CAAGEACGTA 


360 


20 


ATTTTAOCTA TCGAAAATIT TCCCTCCTO3 CGATCAGCTC ACGAAGTCTA CATACCGATT 


420 




GACTAAGACA CTTGCCACCC GnTOZGCCT CATOCCACIA CACCAAGGAC CICTOGACAT 


480 


25 


CGAOGAICAA CTTQCCATCA TICCGGACGC (XGCATACOC GATCTIGACA COCTCAAQCA 


540 




AAlvl ri'iv_v ATCCAAAGCT CCTQCCATCG T32IAOCGACC CAGACACGCT 


600 


30 


CTOCAjjjjj LriUJACATius CTOCCGCCAA CtXJACACGCC GACGTCGCCC CX7TAACK3CT 


660 




Ulu*,'lU?JLC <^CJL.VTJJLIJG CQ33ACGCGA CIOGGG 


696 


35 


(2) INFCRMATICN FOR SEQ ID NO: 1007: 




40 


(i) SEQUEigCE CHARACTERISTICS: 

(A) LENGTH: 360 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 




45 


(ii) MOLECULE TYPE: UNA (gericrnic) 




SO 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1618RP 




55 


(xi) SEQUENCE DESCRIPTION: SEQ ID N0:1007: 

1256 
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GATCC03CGT COOGAPGZGC AGCTTATGCT GWK333CTBC CTAflGGGACA CAAOCCCCCC 60 

CmXCCAAA AAAAAAWXA TGAGWTTCTG TATCW7TW33 AftTICrATCG CATT7TTCTTA 120 

TTTAGCCTGT ATATGTCCTT TCCOCOHTTA GACAKTTGCGT TGGACG&3TA TGCTCGATOC 180 

OGAATATAAC GraCTTTTTT GAAGACTAAT ATOGi^CTTTC GKXTGCAAh GTACCGTCTC 240 

aXTTTGCGGT GTCAGACACT CATCGGAACG CAATTCTTtX QQGATCACG3 TATCCTTCTG 300 

TTCTTA'KjCTA TGGTPGCTAT AGOJTCTOGA CG3CTATCCA GAGflGATATT ATCCCATTAA 360 



(2) INFORMATION FCR SEQ ID NO: 1008: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW7TH: 637 base pairs 
{B> TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOIXGY: linear 

(ii) MDLECULE TYPE: ENA (gencxivic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1619RP 



(Xi) SEQUENCE DESCRIPT1CTJ: SEQ ID NO: 1008: 

GATCAftCAAT (JKTCCfXXX: TGCTCCTGTT CCGCCC033C GGTGATCTGG ATOGCTACGA 60 

GCCTCTC033 ATTCCGTCGC AlflCKXEQS CCOCQ3GTG HXTTGATCA TCGACACCCT 120 

CA^OTTAC ACCGCCATCG Af^ACTTCGA GTACCACGAA CCfiGTGAACT Q333XA3TA 180 

TOCCGCTATC CTCATGATGG OCGTCCCCGT AGTAATCATG CTQCGCAACT ACT33IG3GT 240 

TGTGGTGTCC AT03CCCTTT TCOTXCTCT GTGCCOGTTC TCCTGCGTGT CGATCGTCAT 300 

CCOCTK5TG AGCG3CGCGA TCTTTCATCAA GATTA«33AC ^TCCCTACG TGGOCTCGTC 360 

COC7IGATG3C AATTACGTCC ^KTrACTTCOC AATC?*33CAG CAACMETTTC /¥jrTCQG3ST 420 
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CGAAACTCAA ATCATCTCCG TCATATATGG CACCCTC^OC QCACCAGTCG T3*7LACTTOC 


480 


5 


CATTCGCACC AAAAGCATCA CWm?Cffi CATCAAGTAC AACTATAGCA TGCACGCGGT 


540 




orracAcrrc Tiunuiuju 'iuxt_u_aat auigltiatc tatatctcct TasccGcccT 


600 


10 


GCTCOCAGTC TrCAAACTGA AGAACTTTGA GTATTCA 
<2) INPC^MATICN SEQ ID WD: 1009: 


637 


IS 
20 


(1) SECUENCE CHARACTERISTICS: 

(A) LEN3TH: 720 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEXNESS: single 
(D) TOPOLOGY: linear 

(ii) i*X£EULE TYPE: UNA. (genomic) 




25 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1619UP 




30 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1009: 




35 


GAiu^riUJ -lliiflGAeCAC AGATTTTCTA CO^TTGTCGG TAA033CGAG ATGGCGTCGA 


60 




CAACCACGGA GGAAAAGCTC ATGAAGCTGA ATOCAACAGC TACAGATGCG AACAATTACA 


120 


40 


TTAATACTGA TACCACTGCG AGCAAGCCGG CTCCACCTTC GTCAACAGAG GCTGGACA33 


180 




CAATTGAACG AGAAAAAAAA CTAGACCGGA GOCAGACTGA GAAQ3ACAGT GTAGAGAGCA 


240 


45 


GCAAu^l'lUA. CiAiAJJUUTA GEAGAXGCAT CGTACGTAGG GT3GAAGCAA ATO33CQ33T 


300 




GO^AGAGCG CGACCGACTC ACCGAAGATG ACCTCCACTG Q3AGCTTGAC AGAGAAACCT 


360 


SO 


-rri-i'AALJJCA lOiwJlUJCr C4LTC3CTOCOT ATGGCGACTG GIATCACTCC GT333GATAT 


420 




'n.'i'iu--iuac5 CUoATTlTTA. lUyiTIUUbT TCQ3CTACTT CAAGTTCAGT TTATCACCTG 


480 


55 


TAl'lOriUSr AA'ITJ^lTiTG A033CTFTQC TATACCGTAC ATOGATTTGG AAGTACAGAG 

1258 


540 
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«JTO3ATA£G G3AACTGOTG CAGAAGGAGC TZACAGTGCA GAAACTAGAG GATGACTAGG 600 
5 AGAGCATGGA CTG3CK2AAT AAL.TILTK-G ATAAATTCTG GACCAGAATA GTOCCCAACA 660 

TTTCCGTGAT G3TTGTGGA.T CAGGTGAAOC ATGAATT03C TAAGAAODC7T CTGTGCCGGG 720 

TO 

(2) INFORMATION FOR SEQ ZD NO: 1010: 

(i) SB^JENCE CHARACTERISTICS: 
15 (A) LEN3TH: 664 base pairs 

<B> TYPE: nucleic acid 

(C) STRANDELTJESS: single 

(D) topology: linear 

20 

(ii) MDLHTULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1620RP 



(xi) SBOUENCE DESCRIPTION: SEQ JD NO: 1010: 

GATCAAACTA TITCTTGITT TGITGGT33A AGCATACTTT GGTCflGTACT AACTTCTTCG 60 

CTCCACTCCA TAAATTCGTA TTCCCTATTG 03ATTAAA3T GCGGACCCAA GGTAACGACC 120 

AAAAACATTA GAGCAATAGA TCCCCACACA AAATAGGOCA TAACTCTACC ATAATCATAC 180 

AATTCTTTAT TGCCATTATC GAGTGGAAAA TITCTTGCAA Q3 . ' 1UL T1'KJ AAGCAACGAT 240 

GAQ333CTAG ATGCCAAGTT TCCCAATTGA TATGCCACCC CCACGAAAAA C G TIT1CGTG 300 

TCTGAGTTTG GAGCTAAGCA GKJTAAATGA TC7P33GACAA GGCCCCATGC TCCTTCMCA 360 

AAAAACTGTA GGAAGAACAC GGACACTATA ATACTTCTAT CATGTACAAA TCCCCACGGA 420 

TAAACAAGAC AGGCAGCCAA CAAAATACAC ACGAGGATAA CAACTCTTCT AGAGCTTATG 480 

CTGGAAAAAC GTGAAATGAA AAGTCCACCT ATTATAGCAC CAACGTTGGC TOCACAATTT 540 
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GTGACUi.'l'G AClUAI'lUyU ALiAATAACCA AGTTGTTIAA TGAGCATGGT TGGAAAGAGA 


600 


5 


IVlluALiAUJ UftlUAGAAAA GTAATTATAA CCCGTCATAA GCAATATCAT GEftGATGACA 


660 




ATGT 


664 


to 


(2) INFORMATION PGR SEQ ID NO.-lOll: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 727 base pairs 




15 


(B) TYPE: nucleic acid 
<C) STRANDECNESS : single 
(D) TOPOLOGY: linear 




20 


(ii) MOLECULE TYPE: LTOA (gencrnic) 
(vi) ORIGINAL SOURCE: 




25 


(A) ORGANISM: PAG1620UP 




30 


(xi) SEQUENCE DESCRIPTTON: SEQ ID NO: 1011: 






GATCAAATAA AAATAGAAAT TAGCTTAATG GTAGAGCATT CGTTTTACAC ACGAATAATT 


60 


35 


T^'I'IUAT TCTCAAATTT CTAAATAATA ATTAACAATA ATTTAAATTT GGGTAAAAAT 


120 




TAATAAATAT TAACGTATAT AAIAATTATA TACTTTATAA AATTACTCAA TGTTATTAAT 


ISO 


40 


AAATTTATTT CTTATCATTA ATAATGATGT ACCTACTCCA TATAATAIAT ATITTCAAGA 


240 




TTCACTACTA CCTCATCAAG AAGGTATTTT AGAATTACAT GATAATATTA TATTCTAIAT 


300 


45 


GTEAC-i'lljl'l' TTAO^l'lTAG ITIUITGAAT AATAATTATT ATTATTAAAG ATTATAAAAA 


360 




TAATCCTATT CTTTATAAAT ATATTAAACA TGGTCAAATA ATTGAAATTA TTIGAACTAT 


420 


SO 


TTTACCAGCT ATTATTTXAT TAATAATTGC ATTTCCATCA TTTATTTTAT TATATTTATG 


480 




TGATGAAGTT ATTTCACCAG CTATAACTAT TAAAGTTATT GGTTTACAAT GATATTGAAA 


540 


55 


ATATGAATAC TCAGATTTTA TTAATGATAA T33TGAAACT ATTGAATATG AATCTTATAT 

1260 
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AATTCCIGAA GAATTATTAG AAGAAGGGTC AATTAAGAAT GTITGATACr GATACTAGTA 660 

5 TIGTTATICC CAIGTAAGAT TmTKTITPC ACCTCCTAGA TX7TIATTCAT 720 

GAATnT 727 
'O (2) INFORMATION FOR SEQ ID NO: 1012: 

(i) SECUQOZE CHARACTERISTICS: 
(A) LENGTH: 665 base pairs 
' 5 (B) TYPE: nucleic acid 

(C) STRANEEENESS: single 

(D) TOPOLOGY: linear 

20 ■ ■ 

<n) MOLECULE TYPE: WA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1621RP 

2S 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1012: 

30 

GATCCACCCA CCO^IACCIC CTACTTO3CC GTATZTOOGT CTOC131U335 CTTCCCGCTG 60 
AGATQCIGTG GGCCCGAAAT GTACTCTCAA ATO3XITCT TCAGTGGOCC ATACBGCTCA 120 
TTAAGCTCAG TCOXCOGAT QCTTAGTAGT ACtTODGCCG CTCTTCATAC TGCTGTICTTG 180 

40 TATTATIOAT CTTOCTGTAT TTICTCTCTG TGTCCOCICA 03DCTQCAQ3 GGGGACTCCC 240 

T3333O30QC OGCCICTCCT GCTTKJICGT CTGCTGTGAA AATCGACAAA CTCCAAAAAA 300 

45 TOGAATTK33 CGCGCCCGAC AGTIGATIAA GCT03332AT CTCTATTCTC TATAAATTGT 360 

TAAATTAACC ACACTGIGAA GCCCTOCAAT CCtCACGCCG CCCCACGTCA ACTCTTGGTC 420 

so ACAACCTAGC CCCQ33AGTG CAGTCTCACA AATACAAG3C CP333ATATC ATCTACTGAG 480 

gcctcctgaa CGrrrrcGCT titttctaaa atccc-icttc aca gii - ita g cgcaaaaaaa 540 

55 ATAATTTAAA AAAAAAAIGT AAAGICTTAG TCAAAIGAAA AAATAAAATA AAATAGACOG 600 
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CCAGCTCCAG AACIACCTCTT CAAAGCATAT AACTAGCATA CGCATAAACA TATGCTTGTA 660 
TACTC 

(2) INFTDRWATICN FOR SEQ ID NO: 1013: 

(i) SEQUQ>CE CHARACTERISTICS: 

(A) LENGTH: 666 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: Single 
, 5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

20 (vi) ORIGINAL 90URCE: 

(A) ORGANISE: PAG1621UP 



55 



(XX) SEQUENCE DESCRIPTION: SEQ ID ND:1013: 

GAICTCTTOG TTCTCQCATC GATGAAGAAC QCAQDGAATT QGGATAAGTA TTGTGAATIG 60 

CACATTTTCG TGAATCATCG AATCTTTGAA CGCACATTCC GICCTCTO3T ATTCCAG33G 120 

GCATGCCIGT TTGAGCGTCA TTTOCTTCTC AAACCCTCGG GTTTGGTAAT GAGTGATACT 180 

CGGTCGTAAG ACAAGSTTAA CTTGAAAATG CTGGOCATGG QCQ3AACTTG CC03GACTGC 240 

C<HCTGACCT AGTTTCTACA CTGCGTATTA GGTTTCGACC A^ATCGTGGA GTGGAGCTCG 300 

COCTTGAAGA ACGTACGACA AACAAG3CCT TCCAG333AA TAGTATTCCC AAttTTTTGAC 360 
CTCAAATCAG GTAG3ATTAC CCGCTGAACT TAAGCATATC AATAAGCGGA GGAAAAGAAA 
CCAACCGGGA TIGCCTTAGT AACGGCGAGT GAAGCGGCAA AAGCTCAAAT TTGAAATCTG 

COXCTTCGG CGTCCGAGTT GTAATTTGAA GAAAGTACCT TGX7TTGCTA3 TCCCTGTCTA 540 

TGrTCCTTGG AACAGGACGT CATAGAG37T GAGAATCCCG TCTG3CGG3G GTGCTAGIGC 600 

CATCTAAGGT TCTTTCGACG AGTCGAGTTG TTTGOGAATG CAGCTCTAAG TGGGTGGTAA 660 



420 
480 
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(2) INFORMATION FOR SEQ ID NO: 1014: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencinic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1622RP 



666 



(xi) SEQUENCE DESCRIPTION: SEQ LD NO: 1014: 

GATCCGTGTA TTTTTTATTT ACATTATTTA ATTAAAAATA ATGATITAAA TAAATATTTT 60 

1TATAAAAAA TAATTAGTGC ATTGTTACAT GTTCATTAAA CAATGATTAT TATCAAAACC 120 

ATCAACTAAT TGTTATATAT TTASTAAATA TTAATTTCAC TTAATTA»GA ATTAGGAACT 180 

35 TTATCTATTA GTCTQGGCTC TITCCCTTTT GATTATTAAC CTTATOGCTA ATAATCTGAA 240 

ATATTTAATT TTAGATTAAT AATATATTCT GAGATTTAAT ATTTTTAATA AAATAAATAA 300 

40 TTATTCCCTA AATAATATTA ATAACTATAC CATATATATC TAATATITAA ATAATCATAC 360 

TAACATATGT TTCGTAGAAA ACCAGCTATT TGCAAATCAG ATITGACTTT CICTACTTAC 420 

45 CATTATTCAT CAGATAATAT TGCTACATTA ACCTGTICAA TCGTTTTTAT ATTTTATEAT 480 

ATTTTAAATA TAATAAATAT ATATTTTAAT CATTTGATAA TAGTAAGATC ATCTGCTTIC 540 

50 GOGTTAATTA ATATTAACTA AATTTAATTT ATTTTAATTA ATTTTAACAT TGTTAAATAT 600 

TTATATTATT TTTAATATCA TTTTTTATTT TAATATTATG CEAATATTAA TTACITGCTG 660 

55 ACCCATTATA CAAAAG 576 
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(2) INFORMATION FOR SEC. ID N0:1015: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEELNESS : single 
w <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencmic) 

f5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1622UP 



20 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1015: 

GATCCAGTTA CTTAGTAGAA TGATAAAATT AATAAATATT ATTTATTAA.T ATTKUITAA 60 

CAATAAAATT CAATAATTTA TTIAAATAAT GATTAAATAA TCTCAATATA AAATTATTAA 120 

TATAATGAGA TATATATTTT TAAAAAGAAT ATATAATTAA ATAATCCCAA CCAAAATTTG 180 

TGCCAGCAGC TG33GTAAGA CAAA03333T TAGCGTTAAT CGEAATQ3CT TAAAGGGTTC 240 

GTAGAATGAT TATTTAAAAT AATAATTAGA ATTAATAAAA ATAATTTAAG AATIATTCAA 300 

GTAAAGATGA AATAATAATT ATATGAATAA GACTTATAAA GTGAAAATTT AAATEATATA 360 

TTAATTGACA TTGAGGAACG AAQ3CTAAAG TAGCAAATOG GATICGATAC CCGAGTAGTT 420 

TTAGCAGTAA ACAATGAATA CCTATTTATT TTTTATTAAT TAAAGAATAA AITAAATGAA 480 

AATTAAAGTA TICCGCCTGA TGACTACGTT AGCAATAATA AAAATCAAAA CAATAGACGG 540 

TTACAGACTT AAQCAGTGGA ACATGITATT TAATPCGATA ATCCTCGATA AATCTEACCA 600 

TTTTTTGAAT ATTTAATTAT AATAATTTAT AATTAATTAC AGGCGTTACA TAGTK5TCTT 660 

CAGTTCGTGC TGCAAAGTTT TAGAATTTAT CATAAACGAA CATAACTCTA AATATnT 718 
55 (2) INFORMATION FOR SEQ ID NO: 1016: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 747 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: ENA (gencnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1623RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1016 : 

GATCACAATC GCATGGTATG ATCGTTTTAG AATCAACGAA ATATGACAAA ATGAAGGAAC 60 

ATATTGCXZAT AACGACTTCA GGTATTACAG TCGCAGATAT TCTATCGAAG TCCACTGAGT 120 

ATOOTTTAGT ACCTATACCA AAftGAACAAT TTGAACAGAT TAAAATOGAA TTAGAGCATC 180 

CAAAGTTTAC TAGAGAGATG ATTGTTGACC ACOCTQGTGA CTTCGACTTA ATTGCAGTGG 240 

AATTAAAG3A ATACAATCGC CTCAAAAAGC AATCGCAGTT CTOCTTTGGT GACATTTTCG 300 

ATAGCATTAA CACTGACGAG GAAAGTGAAG CATCTGATTT TGAATATCAT GATGACGAGA 360 

TAAAGCAGCT TAACAAGACA GCCAAACGCT TTGOGTTATT ATGTATTCCA GAAGCTGCGT 420 

TIATCGCTAC TTCCGTCGCT AGCACCCCTG ATGTCGATAA T GTCGTCGIG CTACCAATAA 480 

GCTACTATAA TAAGTTGATT GCGAATGAAG CAAAGAGOCT CGAAAAGCTG ACTGACTGGG 540 

ATCTTCAGTC AGAAGCTAAA AAACGTGGCT ATCATATAAA TTTCAGCTTC CAGAAGGAGG 600 

ACGCCCCACC GCCGCCTTCA ACCCTATGTC CTCCACGGAT GCCGAAGTTT TCCCCAAAAC 660 

CGTTCGACTT TGTCACTAGA CTCAAAAACT ACTAGAAGOG CGTTTAATGA GGCTGCTACT 720 

GTCGCCGCAC AGAGCGAATT TGAACAG 747 
(2) INFORMATION FOR SBQ ID NO : 1017 : 
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(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 758 base pairs 
(6) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1623UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1017: 

CATCAGCGCA AAACACATCT GIATTCCCAG CAGCATCTCC TCCTCCACCT GCCGCATGGC 60 

CTCOCTTGCA AACOCGICCA CCTCGCCGIC AAATGAAATC CIGICCGGAA TATTCTCCAG 120 

TTTCQCAACC ACACG3TTCC CG1GCTCGTC GTEACTCCTGT TCCICAICCT OCICACCTGC 180 

CTCCTCTCCG OCOCOZACGT CCCACOGCCT AATGCTCAGC TGCGGAQ2CT CCTCGOGATA 240 

CCGCrCCGGC AQCCTAATGT CXACCACCAA GTOCIGCTCC TTGCTGATCG CAGCCGCCGT 300 

GAATGAAGAG GGATCAGATC CAGTTTTAGG TCCACTPCAA ACTQGATTTT 360 

CtMGTACTCC CCCCACACCA COGTCAAGTC ATCG3CATAG ATGGACTCAA GCACTTCCAG 420 

CICCTGCTTT TCCTOCTCCT GATAGTCCAT ACCTATCCGC TCGACCAACT AIGAGCCCAC 480 

COCCAGCTTA G3GCTAGACC GTTACAGCTG CAGJIGACCG TOD33333AC GATGCGCTAT 540 

CQCIGGCGAA ATTTTTCGCC TATACCACCA CTTATGTTAC CCGGICTATA GTOOTGCTCT 600 

CCGACCTOAC TGATGGTGCT GICCCGCGGG GACTGCTGCC TCGTGCGGGC AAAICCCCAC 660 

CGCTCTGAAC GCTOGTICCA TUTQCGTCPC GCGITGACCG AACGGGAATT GCGCCCGCCG 720 

AGAAATCTTG GCGAACCATG CTOCACTTAG CCTTACTG 758 
(2) INFORMATION FOR SEQ ID NO: 1018: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 690 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31624RP 



(xi) SEQUENCE DESCRIPTION: SEQ mNO:1018: 

GATOXACGT CATITT?CCr ACAG3CTQ33 <7ITTTGAAGA AGfCGCCTGC ATGGT&CAAT 60 

GTCGTftGCCA GGATCCCACC TGP^fiCCAAG TIOQOCAGAG AACCGAAOCT GCATGWXCA 120 

GTIAGCQOCA P£JTPiCM>033 CGAGCTGGAT ATAATGACQG ATiGATEAAA CAGAAACACA 180 

GAC5KOGTACA AGACACGCGC GACCOG^AGA CGG003033T GCACAACCCT 240 

TCTA2rf3CTGC G3TTTATCGA Q3ACAAGCTG CGGTOGCTGT TTTTCCAOCA QCATOCCTOG 300 

GAGCTGTCGC GOCCGA?G3T GCTOCJTCXiflG AACATGGGAA ATGAGCAGTA CGACTGGTCG 360 

CQGATGTTGC AGCTA3GCAA GCOGCTTGAC GGTGPC7ICTG TOGTOCAGCG GACGCTGTAT 420 

CTOCTGAfiGT CG3303OGCA CCQ33AGATC CID3333CAT ACGACCAGGC QCGGTTTGAG 480 

TICTATCGTC TGAGGATGCA GCAGGAGCTG GAGGAX&AA TACCGTACGA 03AG3CCACG 540 

AT3JTTG3CG CTGTGTTCAA G^OkACCGCT GTGGSGCACG GTCTGGAOGA AGAGCAGAAG 600 

GTOTTCGACA £GTGGAAG3A OoAOGTGGTIT GCGGOGTTOC: A3CTCATGTC TOCGAAGAAG 660 

AACTCTACAA AGCAGTOGTG GOOOGAAOCC 690 

(2} INFORMATION FOR SEQ ID NO: 1019: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 742 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEUJESS- single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

,0 (vi) ORIGINAL SOLRCE: 

(A) CR3ANISM: PAG1624UP 
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(Xi) SECUEMZE DESCRIPTION: SEQ ID NO: 1019: 

GAICAIATAT CTTTOTOT3G TAACdCTL-T G33AAGCAQC TCICCTOCQ3 GAATCACAIT 60 

TCTOOCATGA CCTT3CCACGA TO^TAACKST ATX33ATOCAT GCCTCCTTAT AACIGAGCAG L20 

AAGICTOCAT C<33AACAGAG GGOrTTOCTT GTTOCTTOCC AGTTCCCCCA TTCCCCAACT 180 

TQCACTOCAA AATOTGAATC ATTGATCTCT TCTCGTOtXX? ATCCCTT333C TGRAAGATOZ 240 

TXTTKXOTm GACCCCATTC TCTICAAOCJ3G A^TOTftGCC GOCGCCGTGA GftGTCCAGAT 300 

GATOAATOTG AAGTTCAGGC CCAQ^ACGTC TTXTTAAAAG AITOTAATOG OGTCGCTOCTT 360 

TGTCGTATCC ACATCTQZAA TTACAAAT3C CATOCAG3CA AATOTOCTOC CTOCTEAGAA 420 

TCAGATICCA ATCACCTTAT CTCTOXTGT GGTTAAGflCAA TOGT7CCMC OXTCTCCGT 480 

TtJTOGAACAA AGCTCCCTCG CTOC2CTOA.T CCATGTCGAA ACT03CT0CT GGATACTTOG 540 

CCCTQCQGAC ACACTOCACC TTCOZATAAT TtTTCATCCCT TA2ATGAACC T1UJULX.IXA 600 

TtJlftCCATCA CSGTCAAGAA AACTTCTTCQC TGCGGTAAAA ACGWiATOAG GACATTCTGC 660 

TACAATGATO ATOTCTCGTG TICGAGACCG TCrnSGAAGZ CATT^TTCXTA TTTXAATCAC 720 

TICTO3ZAAG TTCCCTGTCA TT 742 

(2) IKFORMATTON FOR SEQ ID NO: 1020: 

(i) SBZXJOJTE CHARACTERISTICS: 

(A) LEN3TH: 725 base pairs 
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(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 
5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1625RP 
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(x±) SEQUENCE DESCRIPTION: SEQ ID NO: 1020: 

GATCAACTAC GAGGACTTGA CGACCGCACG ACG33AGCTC QQ33CCGCGC T3XCACTIT 60 

GGAGAATATG TAOCGCSCAA CATCM3CAAT GTTACAGTAC AGA03TCTAT COGTT3333TA 120 

CQ3CTATGAT GAATAGAAAT ATATACACAG CT3CCTOCAG QC2K3CTTAGA AGCQCAGAG3 180 

CTT333CTTC TCCCACGAGT ACTCCTG3TT AGTGAAGTOC CGCTACGA03 CGGTftGGTAG 240 

CTAGATO33C TT<33CG?GGT OGAOCTOTIT GACAAGAACA OCTX53TCTGA Q3TCGAAGTT 300 

GTTGCQ3ATC ATCTCGATCA QCTCGTCGTC GGACFTGGTG Cl^TACCGT AftGTCTCGAC 360 

GIG3AT03AC AC033CT03G CAATACCAAT G30GTCAQ3CA AACTCAACCT GCACA LUCI T 420 

QTJCAG3CCG G033CCAACA Ga3ACTK33C GADOCAOD3C GC^GCGTACG CftXEGAAOS 480 

CTTCGACCTrC GAATAGTCCT TTCCGGAGAA CGCACCQCCA CCGfiCCG333 C03IACCGCC 540 

GTA03CGTCA ACAATCATCT TTCTACCQGT CAGACCTOOC TOACCTTCTC G3C&CCGATC 600 

ACGAAGCOGC CGAM337K3C AAGTAAIACT TOJTOITITC" GTCTAQCATG TQ33CAG33A 660 

TGACCTTODC TACGATGCGA T03CGCAACG CGGAACQ^AG GTCCTCOGTC GAGATGTCGT 720 
COGCG 

(2) INFORMATION FOR SEQ ID NO: 1021: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 726 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEEXESS : single 

(D) TOPOLOGY: linear 

(ii) M3LEXTULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG102SUP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1021 : 

GATCTGQCTC TGCGCCATCC CAAACAACCT GGGTGTTGAC AAGAAGTACT ATGATGAGCA 60 

CAAGAA03AA TQ330CAIGT ACCSGGAGAT GATGAA<GCAC TATGCCAACG AGGACCTTGT 120 

CGACACCAAC ATGCAGOGCG GSTTTATCGT CGOGOCGCCA CTCOCGAAA TAGAGCTGGA 180 

CAACTTCCftG CTOGGCGTCT ACAAQGAGCT CGTAACTfiGZ ATGTTOOOCT GACTTCATGG 240 

AGTOCAGCAT 03CCCATGTT TTATGCCCAA Tft C l'lT lUfl G ACEATACTTA TATTATATAC 300 

tgataaacaa tticccgcqc tctctcacqc ccactacttg ttctcogcgt agaagaagtt 360 

g«33xmr aactcgaggt tcttcto30c cgcaaactcg cxx^caccca caggqggccg 420 

cttctcggtg taqccccagt tcacgcgact ctgca03cx33 gtgacctcct cctotctcag 480 

ttctagccgc ccgogctgcc gaaacaacaa ccacacgtac cggtgaggcc ctgtqccooc 540 

cogcgqogca ggqoccatgt qct0c2cctg cgg33tgccc tteagcacca cgtgogacac 600 

cod3tcatoc gagoccag3g t1a'1ut1u»t ttcc&3aaag tggcflgtatt ccgaccactt 660 

gtggtccgac cgci3agggag cfttctgggtc tgtcatcccc agogtgaata gotcogc1cc 720 

CTGACG 

(2) DJFCRMATION FOR SEQ ID NO:1022: 

(i) SB^JEfrCE CHARACTERISTICS: 

(A) LENGTH : 643 base pairs 



726 
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(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
5 (D) TOPOLOGY: linear 

<ii) MDLECULE TYPE: CNA (gencmic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1626RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1022: 

GATGCGTGGG GACCATQCGC AGATO303CC CTTAATATAA «rCCTCCTC GCAGGCATGA 60 

CGTCIGCCAA CTCCGACCAT TCTAAATGGC CACCTOCTGC TTTGATGGTA GOGT3CCGCGG 120 

CTGGCQCAGA AGTAAATATA GCCATTAATT CCOLTTCTAA ATATACATTA CATACCAGCG 180 

CICCAGAGGC QCICCOGA03 CC<nCCCGAG C03CCCCACG TCTCGCCGCA C<EACGCCGC 240 

TGCGAGCTGG CDCTCTGQCC ACQCAGACAT G03030CGAC GOGOCCACGT TATATACAGC 300 

CTGCOCTGTC TCATAIGCAG ATO33ICTGA GOGAAAGAAG TTCCTOGCTC TCDGAGAAGC 360 

AGTCGTCGTTG ACCCTCGCGC TCCCOGCCCA ACCQCGCAGC AGAGAATCTT CCACJCGCTTC 420 

CCGCCGACCC GCACimXE TACCCGTQCA CGTAAGGATA CTTCCOGGOC CTX3C03GCAC 480 

CACCGCCCTC AGCCTGACTT GCGCAACGGC CATACGCAGA GGACOCGCCT OXTCCGCGC 540 



20 
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TTTCGTGCCT GTGCACGTGA TCTCACCGCC TCOCTCAGCC GCCCTCGTCA ACGATGCGCA 600 
CCAGACCCTC CAGAGCGTGC CTTCGTGCCC AAGT03GAGC CCA 643 
(2) INFORMATION FOR SEQ ID NO:1023: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 704 base pairs 

(B) TYPE: nucleic acid 

<C) STRANDEDNESS: single 

ss (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DNA (gencmic) 
<vi) ORIGINAL SOURCE: 

5 

(A) CKGANISM: PAG1626UP 
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(XX) SEQUENCE DESCRIPTION: SEQ ID NO: 1023: 

GATCCATOCA TATITOCGAA CITACGAAAA AAG333TGAA GNJXXX^C GmATCTAGC 60 

TITO3AAGAA TTAATCAAIO ACAACA1AGA CCTKITTACA G3V3AAAAIA ATCAAGAAC3 120 

CO*3CTGAAA CAAAAGAAGT 10TTJ¥2AQG& GCAGTK33CA AAGTTGGft^A AATCAA&33A 180 

A^GACGfiCAA <CCAC3CA#33 CCGCGAA33A GAACA3CAAA GATCGCAA?C TCGTGAAAGT 240 

AAAAAACACC ACOCGACQCT G332AACATC CG^TGCGATC Q33CATATCA GAACTAATAA 300 

AICCTCCCOC ATGTACAATG GIGOCGTTOC ACOiAACQCA AACOCAAACG CGAAT3CGTC 360 

GAGT3CAGCA CTTCAa33AT GOCCICAAAT AATAGCQCTA CCAGCA/tfTTC 420 

TASAACTOCT AATGCCAGIA TICCGCCGAC TTCATTCGAC TAGCTCIX7¥3 TATAAEATAT 480 

ATCTAATATC TftCCAATKJT KTICTTUX ACTGCTA2AG AftCTTKTTCC TCTICTEGCA 540 

TCACAT3TOC AOCACTOCAG CAOGGroZGC CTCQCAAIAC TTAJOGftCCG 600 

G3CCITOTAT CCAOCCTTACG CTATCEATCC T0333^ACCC TTATlUb'lUC GCGACAC03C 660 

ATAGIOCACA GACICCACAG AAGlGrTCTC TACAAT3CAG AAGA 704 
(2) INFCKMATICN FOR SEQ ID NO: 1024: 

(i) SEQUENCE CHARflCDSRISnCS : 

(A) LENGTH: 713 base pairs 

(B) TYPE: nucleic acid 
<C) STPANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencrdc) 



1272 



EP 0 866 129 A2 



w 



is 



20 



25 



30 



35 



40 



45 



50 



55 



(Vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1627RP 



(xi) SEEUUgCE DESCRIPTION: SEQ ID NO: 2024: 

GATCnCCTT GAATTTACTT AGCAGCTCGT TAATTTCCTG CITCTTCTGO TCTCTAACXT 60 

GGAAICTCTA AAAGTOCTGC TTX33DCTICT TCICCACCAT GCTGQGAGGC TICTOCTTCC 120 

GTCTATQ3T AAGAAGTOGA TTGCGGITCA GAAlCCTACG CCTTATGGAG TITAACGATT 180 

TTGTGTK7YT CCCTACTACA AGIGTGAACC CGTCCTCGTC CACAATACIC GAT1GAACCT 240 

CAICCIQOOC AAGTTCTTTCC OGTTCXTCAA ATAACAACAT ATGCTCGTGA ATCTCGCTGC 300 

GCAAGTACTC AAGGTCGAGT GGCTTAIAGA AGCTCIX33AA GGTCGCTATC GAAGGAGACT 360 

GGAACGCCCA CTCCACCAAT TCCTTTIGTr TCIOD30GTA TTTOCGCAGA GCAGOCCAGC 420 

agtictccag agatodctos tccacaaact tcaacagacc Acrorrrorc ggtceatacc 480 

TICTCICCTC CGCATCCCCG GIUICICTCA AA1CGGACGT CAGCGCACCC AAAICCACCT 540 

CGTOCAATCC GAACTCGTCG TGATGTAGCA GCTCHGCCAC AT30GCCACA GTCICGTACT 600 

GCGCGCAAAT CCTOCCAAAG CTCTCCTTGA TAGAGTOGAC CIUICTCAAC AGAGGTAAAT 660 

TGACAATAAA CAOXAATEA GCCICCGATT CCACCTKD3T CIGATGCTTC CTC 713 
(2) DEFORMATION FOR SEQ ID NO: 1025: 

(i) SEQUENCE CHARACTERISTICS: 

(A) L£N3TH: 736 base pairs 

(B) TYPE: nucleic acid 

(C) strandednesS: single 

(D) TOPOLOGY: linear 



(ii) MDLECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1627UP 
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(xi) sequence description: sbq id no: 1025: 

gatctttgag acgcggcctg gagagtttag /ozagatjgt tgaccaacgc ai7*gc^atg 60 

ctagacctga gtcatacacc ctccgtc7itc tto3agacac g3aatiocta aattcaaaaa 120 

taaaggaoga cc<2¥3atgaa ctataacgcc ^x*tgaacia caaix33sw5 180 

ttgoggactt gcigtatttc ctcatggtea aaatgaggag caataatgig actttaaag3 240 

aggiggaaoc caacctaaac aigaagcaca tcaagateac gagacggcct q3aaacgcga 300 

a^ccaaagta cctacccgcg caggagtggc agaagaacaa ggaaac1cl t gtagatatig 360 

C^ICAICIQC GATrrftCTrc AACGTCGTAT CCTCAGATCA TGAGGCCGCA TTGAAAACAG 420 

CAATTACAAG GCCAATTCAG AAAACTACTG ATATATTAGG TCTTGTTGAG CCTATAAIAA 480 

AAAAAGTGAT AGAGGAGGGC GACAATGCGT TGACTGAACT AACAGCGAGG TITCATGGAG 540 

AACACCAGTA CTAGTOGCTC LT1T1TJXGA CGAGTATTTA AAAGGATTAA 600 

CIXAAGAOGT CCC7I7^G3CC ATAGATATTT CGATGGAGAA TGTCCGTAAA TTTCAIGCCG 660 

CPCtGCTGPG AGACGATATT CTCAAGGTCG AAACGCAACC G3333T33TA TGTACGAGAT 720 

CCCGAGOOCA TAGAGA 736 
(2) INFCRMATICM PGR SEQ 3D NO:1026: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

<vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1628RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1026: 

GATX7P3XCC TTEAAGCAAC CACATATTAA G3CQCTGACA CACAGftCKJT CAGCGCTTAG 60 

AAATACTTCG GTGAGK7TTC: AGAAGCCCGA GCGCTCGGAG TTATTCATGA TTACCTTGATC 120 

G3TATTGACC TIGCGATCCA CAGACAGGCG GAAATATOCA TA3ATGTAAG CCAAGATOCC 180 

GOCAACCAAT TOGTCTAACT GTAATOCATA ACACFGrATT CCXXGAAGCG GCTCTTCSAGCA 240 

TCTATG3TAT 103333^TAG ATK7TCAGCC CACGTAIATT TCCACGTGAC GCCCTGATGC 300 

TATTTACAAC ATAAICACTA TTCACGAOCA AGGA3SGTGG TO3GACGTTA CGAAAAAGAA 360 

ACGTTCAAAA ATTB3GATQ3 TTX7TGATCAG GTAGAGAEAT TAACGTEAAT GGGCGAGCAC 420 

GAATTTGGTC GAAC7TTCTAT ACTOXAAOG ACGTTO3CAG ATTQCT3AGT TCfcTGGGTIC 480 

CAAAAGTATT AAAAAG033G TAGTCCCTAA ATIATCGGAA AAAGCCAAGG AGGAAGAGTT 540 

GAGCACTTCG GGCTOCICTG ATICTACTIT AGAATCAAGT TCATCTTCCT OGT03GAGGG 600 

CAGCTCCAGC AGCAGCTCTA GTKX7ICCGG ACAGIGAATC GAGC1UJ1CG GACAGCGGCT 660 

CXAGCICTIC TAGCAGCAGC TCGAGCIULT OTGGCGAATC G3GCTCC 707 
(2) INFORMATION FOR SEQ ID NO: 1027 : 



(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 733 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1629RP 



ISnOT.ID <f=P OR66129A2 I > 
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(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 1027: 




5 


GAICTCCCAC ACTAQ3CTG3 GTCTIRCTCT CCATGAATAG CATTCGAAGA ATGGAGGAAT 


60 




CUJJCTUJAA G-ll^OLTXXX^ AAATTTTCAG OXJAA1ATAA TO3TTCCCAA GTATTTAGAA 


120 


TO 


Cl'lVl«i«-T G1CGTCAGTA LTWJUUUULT TiAA/VJUAJL' 'lUl'lUJULTf GAAGATAIAC 


180 




ACCATTCATT CCAGTGTA'TC GTACCCGAAA AATTAGCAGT AAiraTACTT Q3AACATCAT 


240 


15 


CCGGAATCGT GTAAGCACTT GGAATAACTG AAAGCTTTGT AAGAGAGGTA AAAATCGGTG 


300 




COOGCXJrrcC AAAATIGTCC AATTCIGAGA TTTTrrGATX: TTCATTAGGC CTACICQZCA 


360 


20 


GTICCACTAG TGATCTAACG 0333TA3TT CAGItXJTTAG AAATTTAICC TTCTCTOITT 


420 




TCGACTTACA AGCAAACTCA GIGAACAAAG GGG3GTAT0G ACGAGCAGCT CTIUIUIMG 


480 


25 


CTGCTGAGCT 'ITiCU-TlUr GAAATAACAT GrrTCXTTAGT TTCATGTAGG GCIOCAATCC 


540 




ATOCCGTTAA UlVilTAXAA ClGGTltX'lT GGAAAATTAA ACTACOV^AG TTATTAGAAT 


600 


30 


ATJLCTlCVIG AGGTGAAGAA GTTAATGGAG AAGAGATAGT CATTCGAAAG CAGTATTEAC 


660 




GIGOL'IVJI'UJ 'lULiA'IUb'IUU AIG3CACTGA GTAATAATAC TCCAAATCTG TCUbTTICTr 


720 


35 


CXiACTOCAGT TTT 

{2) INFC5RMATICK FW SEQ ID NO: 1028: 


733 


40 
45 


{i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 742 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS : single 
CD) TOPOLOGY: linear 




SO 


(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1629UP 
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(xi) EESCRIFTICN: SEQ ID NO:1028: 

5 GATCTCXOCT CGCT32TCGC GCTCGAGOX TACTG332AG AC»3CrCACCC AAXAAACAAC 60 

QCCCTAATCG Q03TTOCAGA TAAATTOCAC AAQCTCTACT CAAOCGATTT TQ3330CKTC 120 

w GTOXCGOCA OSACTTTCGG CTTGAAOCTC GTCGfiCAMC TT3^ADCGCT GAAAGACCrc: 180 

ATAATO3ZAA AGGTCAG333 CCCAAAITAA TAGTCACGTG TACATAAAQG TITTOCTAAT 240 

, 5 AGCTATACAG CTTO3DOXG TCCICAGCTT GCAG0Q03ZA ACCEOD3T32 AGCCATGAGC 300 

GTCCTACIGG AAACTACCAT TO303ACCTT CTAGTAGACC TOSACTftCAA GACATGCAGC 360 

20 OCTGAGAGCT ACAACTTCCT CAAACTCIGC AAAACT03CT TCTACGACIG TCKJK3CATC 420 

TACGACCKX: ATCCIGAAGG CTC3GCACGC CT033CGATC CACAOTK333 CTTTGCATTC 480 

25 CGCACGGATT CAAIACCTCG ATOGAAGQCC T30GCGACAC ACQ3333jTC 540 

ACCOCGAAGC TCATIGAAGC (XTCAACCCG CAGAOD3C1T COGACAG3IC 600 

30 OCdTTCnor TCAAGCCa33 CACTCQCXTG CT33SATCCA ACATACTOCT aXQCTTAAT 660 

CTOSAACTCG OOCCCACATC AACACACKX: GCTTCQDaCA G7ICATCGAC GAGKX3TK33 720 
35 CAGTTCTGCA GCAGC7ITZAGC GA 

(2) mPCPmriW FOR SEQ ZD NO:1029: 
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(i) SEQUENCE CHARACITRISTICS : 

(A) LEN3TH: 692 base pairs 
(B5 TYPE: nucleic acid 
<C) STRANCELHESS: single 
(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA {gencmic) 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1630RP 



742 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1029: 

S GATZGACTTT CAAACATIAT TATHACAGATG GAGG3CATCT CTOOXTTTOC ACAGZAAGAC 60 

G3CAATCCAA CAOGTXTOT AATGCAQCCT AAGAGGOGAA GQSTIGAAGA TOGAGCGTCT 120 

f0 AGTGATOGAG AAGIACGAGG AGAGATAAAG CGCAAGTATC CTATTO333C GCAGTTCMG 180 

GCCAAGATO GATATAAO^A COGCAGCGOT CTAG3GAAAG AAQGttACGGG ACGCAOSACG 240 

COGAIATTGG TATAGCAGCG GGCOZAGGGC ATO333ZTK3 GAOGCAACXTT CTCCATTTCC 300 

TCTGACTCAG AGCAGVTICiA OTTOGftCXTr GTGACTO303 AG3CAGIGAA GmGA ATOG 360 

AAAGCIOTCG AGACTGACAC AAOCAGAATA OCAGACAAGA TAGCAAAGCT QGAGATCOCA 420 

Q3AGTCEAAG TCCCD3ZAGA AOIGATOAGT TTOO G HCTO G^ACAAAGAC GCTOOBTIftC 480 

CAACGOXnG CAGCGATOGA AAGGGTItSTK: TO3SAACTOC TOCAGGTGGG TCAGCAACTT 540 

GOGACCCTAC AACTACGCGA AGATCAGCIG CAGCAAGGGC TAGA1GCGGC CATICAGAGT 600 
AGIGACC7ICT TGAACAAGTT CICAACGCGC TOCAACAGOC GACTOD3CTC CTX33AG3333 
TAGCGGCATA TO333ZTK33 AGGAOCCAGA AA 
(2) INFTCRMATIOJ TOR SEQ ID NO: 1030: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 712 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDednesS: single 
<D) TOPOLOGY: linear 

45 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 
5tf (A) ORGANISM: PAG1630UP 

55 (Xi) SEQUENCE DESCRIPTION: SEQ ID Na:1030: 



660 
692 
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15 



TCATCQ3TGA G^T3330CCC ACCCCCGAAC CTO32AG0CT 60 

5 CCQCQCQOQG ICGGCGACCC OCXJICC^GTC GOOGAGCCCC GTO3TC0OCG G?£XATCGTT 120 

ACCGTATCGT CCCCGACAAA TGCX33AGCGG raGATGATGC CCTCCTCCGC CTOCGCCGTA 180 

>0 CCCCCGCGCT CGCCTCCTCT GTCC03CCTG GCCGCGTCCC GTCCCCAGAC 240 

AAACOJK3CC CGGCCG3CAC CCCAACGCCG /03CCTTO33 0003003103 CO3CO30D3C 300 

CGCCTCCGCG CTCCODCAAG CCCCTTGCCC 1GACCCA3IC CIGTA33TCG C T0 L?1UL71CA 360 

TCGAAG33CG TOCAAGCAAT TOGTIGTACGA TGATCTATGC CACO03CAGC CTTO3TCACC 420 

AGCGGCQ3CA GCTGCGGCAG CTIGCGTTTG C7IOTCGTCCA TATCGTOGTC TCOGTICTCTC 480 

TAGGCATCAT ACATCTCCCG CTATCTITCT CITGCGCCTG CACCGGTACC GTGCATTGCA 540 

aacgctoctc cigcccgagg oawnumr aacgttgcca gtgaaaatcg tggbgeacgg 600 

AACAGTAGCT CAICGCGCAC CAGCCGAACA CATAGGCAAC AGCTTO33K5 TAGCGGCCTC 660 

CO330CCGAC CACGATACTC ATCTT?CATA GACTCACATG ATCAG3CAGC AC 712 
(2) INFGRMATICN TOR SE£> ID NO: 1031: 
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(i) SB^JE^E CHARACTERISTICS: 

(A) liENSTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1631RP 



(xi) SEDUENCE DESCRIPTION: SEQ ID NO: 1031 : 
55 GATCTAATTT ATTTACATTA ATTAATAATT AATAATATTT AATAATATTC AATAATTTAT 60 
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ATAITOATT ATATTTAATA ATTATATAAA TACTTTAATr ACATAAATAC TTTAATTAGA 


120 


5 


GflGITMOT TCACCOZCCT AATOCTTATC AGCATTATCA Q3IACCACTC TAATTAAAGG 


180 




TAAATATATA TATITAATAA TAAAAGGATA TACTTTAATr G^IAAAACIA TTOACTTCAA 


240 


to 


ATCAATCATT AACAGTTCAA AKJITITIAT OCTIG'ITATA TITTAATAAT ATAAATTAAT 


300 




AAATAATAAA TATGATAAAT CATAATATTA AAGATATTGA TEAATAi'l'lT TAATTAATIA 


360 


IS 


AATAATATO3 AATTAGTATT AGCAGCTAAA TATATTCtTTG CAGGTATITC AACAATTOCT 


420 




TTATT.AG3AG CflGoTATTXJS TATKXTATT GTATTTGCAG CTnMTICA AG^HCTATCA 


480 


20 


AGAAATCCAT CAATGAAAGA TAdTTATTC CAATTTQCTA TITEMUrnr GCIATTAGTC 


540 




AAGCTACAG3 TTTATTCTGT TTAATGATTT C1TIU1TATT ATTATA1GGT (JITIAATTTT 


600 


25 


ATTAAATTAT ATAATAATTA ATATTCAAAA TAAGTTATAT TAGCTTAATT G3TAGAOCAT 


660 




CCwrrriUlA APUi^AAAOS TTAGGAGTTC AAATCTCTTA TGTAACAATT TAATTAAATT 


720 


30 


AAATAAAGA 

(2) INFORMATION FOR SEQ ID NO: 1032: 


729 


35 


(i) SBOUENCE CHARACTERISTICS: 

(A) LEXJGTH: 716 base pairs 

(B) TYPE: nucleic acid 




40 


<C) STRANLEIXESS: single 
(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (gencmic) 




45 


(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1631UP 




50 


(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 1032: 




55 


GATCTTAAAA TAAGATAGAA TGoTAATAAA TATCATICAG GTACAA'TAGA TGCTO^JIT 
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ACTAAAGGAT TACCT03AAT ATAAXTATCA GTATCTCCTA AACTATTAGG TGAAAAGAAT 120 

5 ACAAATAATC AAAAGAAAAT TAIAAAIACA AAXACTGTTA CTAAATCTTT AAAAATAAAA 180 

TAACCATOCA TTCX7TAATCT ATT7IAAATTA CCTGTAATAC CTAATO3ATT TT^KAAOCA 240 

J0 TCTACAKJIA ATAGCATIAA ATGCATAATT ACTATIGCIG CAAIAAIAAA TO3TACTAAA 300 

TAATGAAATA GAAAGAAICT TATAATAGTA CGAXIACIAA CACTAAATGA TCCICATAAT 360 

J5 CATAGTACAA TATCATITOC AA1AAATGGA ATAGCACTAA ATAAATTAGT AATAACAGTA 420 

GCACCTCAAT GTGACATITC TCGATATACT AAACAATAAC CEAAGAAAOC TOCTOCTATA 480 

20 GTTAAAAIAA AGATAATAAC AOCAACTGTT CATACAATAA CTCIAGGTGA TFEATAAGAA 540 

CCATAATATA AACCTTTADC AATATGAATA TACATACAAA TAAAGAAGAA TCAAOCSCCA 600 

25 TEAAGATOCA TATATCTAAT TAATCAACCT AGTTCTACAT CICTCATAAT A1T7TTCTACT 660 

GATCAGAAAG CEAATKZAAT ATTAGATCAA TAATGCATAG CTAAAAAAAT AOCAGT 716 
30 (2) INFXJ^MATICN PGR. SEQ ID NO:1033: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 658 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETKESS: single 

(D) topolcgY: linear 



35 



40 



45 
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(ii> M3LECULE TYPE: DNA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1632RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1033: 
GATCTTCQDG CCGTTGC333C CCAAAACCCG CAOCTCOCAT ATACCCGTGT TCAGSTTGAA 60 
GCTGATXTA C<X7IT3CTGCC CCGACACCAC TTTD3CAQ3C OCCAGGTCGA TGTGTACTGA 120 
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ccqgtcctqc gg^^cgtst tctxcccgat acicgtcatc atorxt i ca crrrMrrAOTr 180 

5 CCCGA.TATCT CTOTBCTICC Gfl TO C Sro r ICrTO ITOl T 240 

OGAAIATACT TXGflCACIG TaTTCOOCTC CTID3XJ3CA TO3AGCACCG AAATCACOQC 300 

,0 ATIGATZACG TCCT3ICTCC GTTAGTACTC G?ICICGIt3C OGOXglC lV. ' GCTCCTACAT 360 

ACCTOCTC3GT GCTOOTGAGA OGCAAAT333 TAATICATCT CGTOSCCICA A3TICGCTCC 420 

15 TCCACT03CT ODCCCACGGT AAG3TCG3AC TTCX33TK3CT GTOSAAGG3G TGGTOGCTCA 480 

CCCTAQCTOG GTACAGCTGA IXTIXZOoKTIT AGTATCAACA AAGCAAAAAT AAAAATAATA 540 

ACAATAAGCT TTTCACTCJIG TGIGAA03IC CCAGAAACTG ATICCAACGC TCCAACflCOS 600 

OCTICTTGA AGCAACCTCA CGCMTCTTTC TGAATGACAG ATCACOCTCA CTAAACGG 658 
(2) IKPORMATICN FOR SBQ ID NO: 1034: 

(i) SECUENCE CHARACTERISTICS : 

(A) LENGTH: 690 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 
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Ui) MOLECULE TYPE: LNA (geriatric} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1632UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1034: 
GATOGAGACT GTGATATAGC TGTATAAGAA GGTTT33AAA CCTEAGTAAA TACCCAACTT 
so TITTAATICG AACCTTGTAC AG3TTTTATA CTCAATTGTA QCTTTGAGTT GCAAATACCC 

GAGOCATAAA ATCAAAGCGT ACTTAAAAAC AATCACTACA TACAGICCTC CACACCCTGC 180 
5S CAGAGTQ3AA TAACATGAAG AATAAATATT AAGGACAGTA AT3CTATAAA TACATGTGCT 240 



60 



120 



1282 
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TCAAATAAAT ATATOCTTX TAAG33TTTT CAAATTG33T TIt3333CAAA GACTACQCAA 300 

TAflGTGGATC TTO3SAAAGT GATO3333CA GATAACGACC AAACAAGTGA GTTICCACGT 360 

TACCTATATC TTCCTCT33G ACAAAACTQC CACTCTTTGAC CATTGTTIGTG CTAGGTCITT 420 

GATCTATGGA TOGAGTATCA CtAOSTCCGG TAGAGGAAGT GOGAATTAGT GAAACTAACG 480 

TCCCQGAGAA ACTO3MOX ACAOGATTGT TKUEAGK7T 033333331X3 TTTOIATTTT 540 

TAATCTTOGT TACT3333TG OCTCATO3CA AO3A1X3330C ACAAAAGTAT ACTIOCTCCT 600 

GT3CTTTCAA AGAT333TCA ACAG3CCAAT TCTGAAAGAA ACTC33CATTA CTA7TCTCAG 660 

GGATGCTAAT AAGCTCTTGG ACAGAGITCT 690 

(2) INFORMATION FOR SEQ ID NO: 1035: 

(i) SEQUENCE CHARACTERISTICS : 

<A) LENGTH: 749 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDFXNESS : single 

(D) TOPOLCGY: linear 

(ii) MOLECULE TYPE: DNA (gencenic) 

(vi) ORIGINAL. SOURCE: 

(A) ORGANISM: PAG1633RP 



(xi) SKJJ&JZE DESCRIPTION: SEO_ ID NO: 1035: 

45 GATCAATTAA TAAATQ3TTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TTATTGAATC AAATAATATT TICTEAATGA ATACTACTAA ATOVICATCT 120 

50 ATTGAGTTTA TATTAAATTC ACCACCTCTT ATTCATTCAT TTAATACTCC TCTAATTCAA 180 

TCTTAAAATA TICTTAATTA TTAAATTATA TAATAAAAGT TAGTGGATAT AGTTTAATK5 240 

55 GTAAAACATA TGTTTTA333 ACATATATCT TCAGTTICAAA ACTGAATATC TACATATTAT 300 
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ATCATTAATA TAATAACTCT TTAATTAGAG TOGTACCACA AGAAI1GCTGA AAQGAGTAGG 360 

£ G3TCTCTACC TTAGCICTOT AATTAAAGTT ATAAAATTAT CTTAACTAAT AAAAATAATT 420 

AATTAAATAA ATAAATAATT AATEAAA1TT AAAATGTTIA AAAAAAGAAA TAAATAATAT 480 

T0 GTTATATTTA AA37GATCAA AATTTCAACA ATTTCCATTT CATTEAGTAC TACCATOACC 540 

ATGACCAATT GTTACATCAT 7TAGTTTATT AO^ITTACTA TTAACTTTAG CTmaCTAT 600 

/5 ACATOGTA3T ATK33TAATA TTrAOOCTlT ATTATTATCT TTATEAGTAG TTTTKITACT 660 

AATAACTTTA TGATTIAGAG ATATOGTAGC IGAACITACT TATTTAGGTC AlCATACTIT 720 

20 AGCTCTAAGA AAAGGTATAA CTTAAQTIT 749 

(2) INFORMATION FCR SEQ ZD NO: 1036 : 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 732 fcase pairs 

(B) TYPE: nucleic acid 

(C) SraANDEENESS: single 
30 (DJ TOPOLOGY: linear 

(ii) MOLEJGULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1633UP 

■iO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1036: 
GATCTIAATT TAAAATTTIA ATTAACTATr TATAATTEAG AAATATATAA TCTAGAGATA 60 
TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 
AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATC GAATTATTIG 1GGCATGTTA 180 
ATTTTTATTA TITAATTGAT TATTATOTAT TEAACATAAA ACATTTEAAA ATOTTATAAA 240 
55 ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 



45 



50 
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AAATATACCA TITTTATTAA TAAATAGATT ATTAAGT1TA T1AATATTAA GTGATATATA 360 

5 ATITAA1TTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT TAAAIGTACC 420 

TTTCATAATA TTTATTITTA TTAGTCTA3T AATATITCTA TTIAATPCTC TACCCTTTAA 480 

10 TTGGATATTA CTAOCTACTA AATATTTACC TAATAATATA TrATTAAGAA TACTTAAATC 540 

TAATAATTTA TTATCTAAAG TATATAAATT AATHAAAICT TTTTEATIAT TATTTAAAJT 600 

15 ATTATTAATT AGTAAATTAT ATITATTEAT TTTATTAACA IMmTITC ATAATAATAT 660 

AICATTATTA AATGGITAAT TTATTAATAA TIATCTTTAA TGATIT1AAT GATAAACCAT 720 

TATEATTATA GA 732 
(2) INFORMATION TO SEQ ID NO: 1037: 



20 



25 



40 



45 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECMESS: single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1634RP 



<xL> SEQUENCE DESCRIPTION: SEQ ID NO: 1037 : 

GATCCATCTG OQGTTTGTGC GACGTCCTGT GAAACTCTAC CAGGCGAATA GAACTCTGAT 60 

AGAOGACTGG CAGGTGTCTG TTGAGTQGCA ATAACG3GAT TTGCATCATC TATATQ33CA 120 

TTCCTGGTAG TATCTAICCT TAGACTCGAT AGGGPCCCAT GCTTTACAAG TTCAGGTTIC 180 

GCTTOCGGAG CCACGACATC CITTTCTCGA TTTAGGAATG ACAAAATTGA GGAGTTCCTC 240 

CTATGCTTGT GTTCAAACTC ACCAGCAATG CTGGCTCGTT TATTGGTACT CQCAGATACA 300 
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TJUCTlliAAT G1UJATAGAT ACTOUAAGAC CDXTICCflG TOQGfiGCTOG AACQ3DCAGA 


360 


5 


CIG^LTTCTG CAXTAJUCC 'ITCUlAATOG 'ITHXJAGAOS AAACCATG3A AflTTCGATTG 


420 




AACAACTOCA CAAACGAGCC ACCCGATTTT GTCTILTIAT GTLTCGCTCT TA.TAC11TIT 


480 


TO 


TCCG3AATGG CCCTTTCAAA ACTACGCT3C AX033AGATA TGCCAGGATT ACTCTTAAG3A 


540 




TTTCCAAGGrr CT033CCATC AOTCTGTTCG TCCACAOCAG C<7IQCATAAA TACTGTG33A 


600 


15 


TAGATTGCTT TCTCGAGGAA GTGrTAAGAAG CTOGTGAGrT TA033TITOT G33CCGTCTT 


660 




CGTAAATO3T AATGTGCTGA TTCCTGXTT GATTCTOCAA AA 


702 


20 


(2) INFORMATION FOR SEQ ID NO: 1038: 
(i) SEQUENZE CHARACTERISTICS: 




25 


(A) LEXdH: 736 base pairs 
{B} TYPE: nucleic acid 

(C) STRANESII^l£SS : single 

(D) TOPOLOGY: linear 




30 


(ii> MOLECULE TYPE: DNA (genonic) 
(vi > ORIGINAL SOURCE: 




36 


(A) ORGANISM: PAG1634UP 




40 


(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1038: 






GATCACAGCG TOXCAAGCC CAGCATTGTG TCTAAGTTAC ATOEAGAGGT CGAACAOCAC 


60 


46 


GAG3GAATOC TITIVJUCIAC UUUJUAAL1TC (iAGACCITCA GACTGACACC COiGATTTTC 


120 




IGlUJUUL'lL" AXtiAOX'lT AAATAOLTAC AGCAACACAG CTC03C033T GTEACACTGAT 


180 


SO 


AQCAAAGATG AACCQSTCTA TOCATTCGTC GCTGACTGCG ATOGCCTCQ3 ACGAO30CAG 


240 




CAGTCTTCQG CATCAOCGGT CCVM3TCACTC GOCQSAGTCA GAG3AAACCC TOGTCAACTC 


300 


ss 


GTAT033CCC TACAGCACCA C&t3GAATCGT GATGACATCT GTGATCATGA A<W*33CCCA 

1286 


360 
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GAAGIGTCCG ACCAGTGGAT GCG3TTCTTC CTG3ACAGCA COOCHGTCGA 420 

5 QG&C3TG3QG cnT3CTOCAGC Q0333A.TGTC OJIGACGGGG CCCTGOCTGG ACACGTTOCA 480 

Q33CATCCTG CAAAGCATOC ACGGATACCG CCAGATGGTC CCQ33CCTGG CGATGTTCAA 540 

'° AGAGGCATOG AACCTGCAGT GOTACCACGG CAACGAGGCG GAL'ITITJCGC TCtTTOGACGT 600 

GXGATCAAG GICAACAGCC TCACCACACT (33CCAGXTC CTGGTCGAGC ACCGCGIGTC 660 

,s ooarrACACC ac3Ccgatcg agcaactcac cao33TGCTt cagtacctca ACAAGC'iGcr 720 

OCAOXOTCG CGOGTC 736 
(2) INFORMATION FOR SEQ ID NO: 103 9: 

(X) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 737 base pairs 

(B) TYPE: nucleic acid 

(C) STOANISINESS: single 

(D) TOPOLCGY: linear 

30 

(ii) W3LECULE TYPE: EMA (geraoraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: 1635RP 

35 



20 



25 



40 



<x±) SEQUENCE DESCRIPTION: SEQ ID NO: 1039: 

CATCCTAGGG •IUOT1CATGG CACIGAGOGG GACCGTGTIC TIX3GACCGGT CGAACCGCAG 60 

45 CAAGAGTCTG AAGTCGCTGA ADXGTCQCT G3AGCGGCTG AAGCGCAATC GC<ZAGGCGGC 120 

CTC<^TTTTC CCAGAGGGCA CGCG3TCGTA CACAACGGAG ATCCAGCTGC TOCCATTCAA 180 

SO GAAG3333D3 TTCCACCTGG 03CAACAGGC OZAGATTOCG GTGATTCCGG TTOIGATGTG 240 

CAACACGAGC AOGGTGTTCA ACC03CGGCT Q33CATCTTT AACCGCGGCA CGATCACGGC 300 

55 GAAAGTGCTG C^OCCGATOG ACACGGCTAA CA1GACCAAG GATGACGTCG ACAAGCTTGT 360 
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CV>GCGACGTG CAG3CCAAAA TGCAQ3CGGA GITCGAGGCG CTTO3CTADG CGCCIGCGAT 420 

5 CG1GGACACG AGCCIACCCG A33AO303CT COGOCCGGAG TTTGTQGACT QCAAGGAAGA 480 

CATCACGGAG GTAAQ333CC TCTTGAAGTA ACCTTGGTTG GIMCATATA AACGTTGCGA 540 

ro CGAGTTATGT ACATATAGCG CTGCTAAGTA Q3CATTCAGT CCCACGAACT CATACCTGCG 600 

1GACCTCTAC OXC33CCGA TGIGGOCCAG ATACTTG1CG ACCTCGCCAG CGGACCOGAG 660 

'5 CCAGATCGAG GACTTGTCGT CGATGTGCTC GGGAGTAAGG TCCAGAAATG CGCTCQCCGC 720 

CGTCGTTCAC G3CCTIG 737 

20 (2) INFORMATION FOR SBQ ID M0: 1040: 

<i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 686 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



30 



35 



40 



45 



so 



(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1635UP 



(3d) SEQUENCE DESCRIPTION: SEQ ID NO: 1040: 

GATCGGACTG ACGGTCAATA COCCACCGTA OCATGCGCCG CTGAGCGCGC TG3CGAGCGA 60 

TAGCAGCOGT CCGflCOGAGG CTCTGGTGGC CACGACAACG ATCCACTGGC CCACCACGCC 120 

CAGTAGGAGG ACTGCCCACT CGACTGACAT CGTCGACACA CCGTTGTGGA TGCAGAGGTC 180 

AATTATCAAG CCCGACAGGA AGCGCGAGCA GGTCGAGGCA ATCGCAAATT CIGGCAGCAC 240 

CGACGOCTGG CCCAACAGGC TCGACAGCGA GCCCATGTIG GTGAGGAACA TCTCCATCGG 300 

£S GCCCAGCC^C AATAGCAACA CAAGGGCCAT GAAGTACGCC GCTG3GTCGT GGAAGAAGTT 360 
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GCOCAOCCGG 033CG^TGT CCBXQ3CAG CAGCCGCTCG OT333XTCT CO^XCGGC 420 

5 CTTCXX3GOCT TGACCTTGAG CATAGTGACG CAAACCWCAT 480 

GC^Ou^CPG ATC7U3CGTAT ATGCGACAQC A^GftGTCCTG AATAC?£GftG AA#33TCAflG 540 

JC> GTACGOCAGC. CCATTPOGAA KTAra^T CTTC^XT^C TODS^XCTA 600 

CATCCCGTAA AAC3TG3CCG GCAGACTTAT CGAGCACAAC T1UC1U3CCG G3TACAGTTT 660 

75 TGATGCGG7IG AftCAGCOCAC TGAAC7T 686 

(2) INFT3RMATICN FOR SEQ ID NO: 1041: 

20 <i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
25 (D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (genomic) 

■3/) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1636RP 

35 

(x±) SEQUENCE INSCRIPTION: SEQ ID NO: 1041: 
GATCTTCTTC TCCTCGATGG ACGAQZCAGT TCTATCTTGG ACTCTACGGA TASCCCACAC 60 
CTITrCCrrc A^OGACAOSA ACTTCOCATC GGTTQ3GTEA ttcgoctata GATATACOCC 120 
TACGANCGCT iVXACAAACG TI703CT3CC GATTATAATT CVV^AGAATTT TCCAATGTGA 180 
GATK3CT333 TTCTTTATCA CCA3GATCAA GTAGGAA#33 P£XXXJ^.TTG GTATGGATAC 240 
ACTGfiGCGTC COGATAACAA AAATCGGGOC GGTCGCTOCC TTTTCATTCT CTGTTA^GAA 300 
CATCA3CATT CTGTTGTTCA ATCOK3GAAT GATAATAGCC TCCGTGAAAC CTAAGCAGW3 360 
55 A03A?CAACA TATACACCTT TGTAATCCGT CATTGCW2AT 'KJI^CCMCA TAATGATGCA 420 



40 



45 
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OCATATOGTC AC*y*3GACGA TAACAACGTT CTTCAAAGGA AACITCTGGA TAAACAGCAA 


480 


s 


GTK^TOTGT CCGGTAATAT AGCCAACGTA GAATAAGGTA TTCACATTGT TGTAACGATT 


540 




TTTACATCTT CAAAAAATCC TAACAGAGTG CTGTAGGACA ATTO33CCIT 


600 


JO 


GICTATGTAG GTGATGAAAT TAATCCTCGC (^TCAGTCOC ACGATGTACC ACATAACCTT 


660 




'lUjiULAAJC TlWi'I'IVX-'r IXUL'l'lL'lUl' UWI'AJLMJUU ACAIU-TIUI' CTlULTiLAA 


720 


IS 


<2) TNFCf^MATTCN FOR SB2 ID NO: 1042: 
(i) CHARACTERISTICS : 




20 


(A) LENGTH: 677 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETHESS : single 




25 


(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: LTJA (gencraic) 




30 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM : PAG1636UP 




3S 


(XL) SBQUQgCE DESCRIPTION: SEQ ID NO: 1042: 






GATCTOTAAG ATGACOGAGG GTAAGGGCXA CCTGCTTTCG CACCACCGCT TAGTTTCCTT 


60 


40 


TGGAGGTGCA OJIQOTCAAC ATOCAGTTGC AGIGGCACAC TCATTGGGCA TAGAAACCGT 


120 




CCTCATGCAC AGGTACTCAG CAATTTTATC TCOGTATGGA A'lULTITIUG CGGATGCGGT 


180 


45 








AAAAGAGGAG CAAGTGOCAT GCTCCATITT CTTGCAAGAT ACATCTTCTA AAGACCAGCT 


240 




AAATGAAATA TTCCACCAAT TGATTACCAG TACCTCAATT AOCCTTCTTA AGCAGGGATT 


300 


SO 








COCCGAOGAT CGGCTTGAAT TCGAGAGATA CCTGAACTTA OGTTATGAGG GTACTGAAAC 


360 




AAGTCTTATG GITCTACAAG AAGGAGACTC GTG33ATTTT GTAGAAAGC^T TCACAAAACT 


420 


ss 
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CCACAAGCGT GAC^ITTGGCT TTCJTITTCGC O^AGAAGAGG ATTTTAG'IGG ATGATGTOCG 480 

S "KJKXXJKXT CTAAGTAAGT CTAT03TGCG GAACAGGAGC CTGTIGATCA GCAGTTA2CC 540 

CAG3TCACTC GITCTACAGC TC^CCCTTCT AACGATGCAA AGITCTTTAA «5ACGTGTAT 600 

,0 TTCGTCGATC GGTTTTATTAA GACCACCTAT TTACSGGTTA GATPGTTTAC 03JTAG3TAC 660 

CTtTTATTGAA GGACCTC 677 



IS 



20 



25 



30 



35 



40 



(2) INFORMATION FOR SEQ ID MO: 1043: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 tase pairs 

(B) TYPE: nucleic acid 

(C) STPANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1637RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1043: 

GATCTGCTCA TACTGPGCGG CCAACTG3TC GTACTOCGTA TGCAAAACAT CTGTOGTITC 60 

CTGGAAGTGC GCCACCTTGA COGATATCTC ATTAAACTPG GTAACCAGCT CTCCCAACTG 120 

ATGATTGACT CCACTGGTTT O03TCACCAG GTCCTCCAGT TOOCCaSTTC TGOIOICCAC 180 

45 TTCOGCCACG TATCCGCTGT ACAATGTATA CIUJ1CGTTC GCAGACCCCA GAGCAGAAGC 240 

TCOCCGCCAC TCT3GCCCCA «^GCTCAAT TACCTGAGGT TCAATCTCTG TITCAACCGT 300 

so TOCCAACAGA GTGTCTACTT TTTC<3CGTAA OGAACTATCC OCAAAAW3CG GAGGCSGCIC 360 

ATCGIGAGAG GAGGCACCGG GATTK3CCGC TACATCCTGT ATGACTGAGT TCTICO330T 420 

55 CCTAGGCATG GTGCAGTK3C TGCCTCAACG CCTTTXTTCC TGGIGCAGGT CTGCAGTGGT 480 
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TCGTGCTTAT GCQCAAGCAG AATACCATGT !TJ>O0CGOO3 AAATCTCATC ACGTGATCAT 540 

5 CLATCTT3CAA CG3CTCGGAG GACQSTGATG CACKJTTOCA TW33CTTAG3 GCGCAAJTAT 600 

ACCCTACCTA GTTATA1TGA TAATATGTAC ATCAIOXTT CGCrjACGACA GCGCACTCAG 660 

,0 TXTO33CCG CCGCGCCGCG CTCCOGCAAG CTCTTOTCIC AACTIX333IC TICICGCOCT 720 

OCACGT 726 

IS (2) rNTCRMATICN FOR SEQ ID NO: 1044: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 683 base pairs 
20 <B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



25 <ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1637UP 

30 



35 



(xi) SEQUENCE EESCRIFnON: SEQ ID NO: 1044: 

GATCTTGCCG TCCTTCTTCT CCAGCTGTAG GIXXGGATGA GOTIACGCCT COCTCAGGTA 60 

CTOCAGOCCC AC<7irai03Z TCTCCATOGA CGOCTCCAGG ATEGAAGGCG CEGCCACAGC 120 

CTCCGAGGGG AG333CGGCT GCAOGAGGQG CATCTCCTGT CGCTCCT03T GCATCIOCAG 180 

COCQ3CAGCG CTCGQCTCCA Q03CO333VC GAAGTftCTTC ACATTCXJICA G3CCQ3&7IT 240 

(JTACM2ATTC AOGATGCAGC CCITGAGCTG G3CACQ3TGC AACCGGTACG CAGTCOCGAC 300 

ATACTGGTAC CCQCTCGTCC OXCTCCCGT GAAGTOCGGC CQCTCCGATC CGATCGAAGA 360 

CAGTGACGCT GTIGGCTG3T OXTCTATCG OCCCT03CGC GCCGXGCTG OCOXTOCGC 420 

55 CTKJTTCACC CACCCGAGOC GAAACACAGT OCCtTTCGTAC CTCTCCCCGT TCAG3CCOCC 480 



40 



45 



SO 
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iccacgicdc accggggagc cccccggctg cgagcagggc g^cacctoct cctcocagcg 540 
5 03cacocgcc ttcatgtcct cacatgtcag oji033sttg tgcgcttocc occ7f333cac 600 

ctgtaactgc ato330gtct gtcoctgctg chgctgctgc tccgtgtgct gituuggtlt 660 

goctgttggc cttuttctgt gta 683 

(2) information for seq id no: 1045: 
75 (i) sequence characteristics: 

(A) LENGTH: 665 base pairs 

(B) TYPE: nucleic acid 

(C) STOANCELNESS: single 
20 <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1638RP 

30 

ix±) SEQUENCE DESCRIPTION: SEQ ID NO: 1045: 

CATCCTGTCG CT33AAATGT CGCGGACGAG AACAGACAAC OGTT033QGQC G33CGGATCT 60 

GOCGGAACCT GTCCGAAGGA GACCAAGAftG GAAATK7EAA AGCTGCAGOC AGCQCOGATT 120 

CCACAGAACT CTCCGTGGAA AC03GTGCAG ATG3GGACOG G3XX333ACG CQXACCGAG 180 

GA033CCGCT GGCCTTCTGC GCACGAGGTT GCGACAAAGC TTGCTGACGA CGGCAGCGGG 240 

45 CGCOCOCGCT CGCAACCGAT CGTGACGACC GCGAAGGAGA AGTGOGIGCC AATGAAGCGG 300 

GCOATGCTTG TCOCCGGGCA GGGCTIGOGC AAGATGCAAC GCAAGAAGAA AAACGGGCAG 360 

50 GCGGTCAACG COSGTIGCCGC GAAOCOCAAG ACCGGAAACA AG3CACCCCC CACOCAGCAA 420 

AAGAGAGCTC CAGACTCCCA GAGGAAGGCG CATGAGGAGG CGAGCGCCGC GAGCGCCACG 480 

55 CCATCTGCAC CGGAGGAQCA CCTGGAACAG CGCGAGCTCG C03AGCAGCA GCAG3TCCCC 540 



35 



40 
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GAC<3CCGCAG AACAGQGTGC GGAACACCCG ACACAGCATA TC«DGCAGAT GOOXCCAG 


600 


5 


CCCAGAAGAC QCTTCTACG3 CG3CAQ3C^3 CAGZACTCCG CTGACGGACA CAAGCCAGTT 


660 






665 


70 


(2) INFORMATICS FOR SEQ ID NO: 1046: 

(i) SB?JF^CE CHARACTERISTICS : 
(A) LENGTH: 765 base pairs 




15 


(B) TYPE: nucleic acid 

(C) STRANEETNESS : Single 

(D) TOPOLOGY : linear 




20 


(ii) MDLFXXJLE TYPE: ENA (genomic) 
(vi) ORIGINAL SOURCE: 




25 


(A) ORGANISM; PAG1638UP 




30 


(xi) SFJ20ENCE DESCRIPTION: SEQ ID NO: 1046: 






GATCTGflGAA CTACIU'IU'IG T033CTAGCG CAAACTTATC AGAATTCCAT CAACTCACCG 


60 


35 


AACCATAGCA CATCTACGTC AOCTCCCCCT ACCGCTACAG ATACCGGGAA TGATCAATTT 


120 




TIULULISI'IC ATGOTGTAAC CATATCGCAT GATGACAAGT ACCTAATATG CATCAGGAAT 


180 


40 


GACAOGTACA TTGATGTCTA aV^AI\JICA GAA!!1 ' iA'HJUL' CIWVI'IUILA AUJL'lUJUAC 


240 




GAAATTAGGA CTCCTAGACT ATCTAGACTT AATATTGGGA AGCAGATGAT GTGCATGAGC 


300 


45 


G3GCCAGTTG GACCCGATGA TTCGTTTTTA CTAATCAGTG TACACCCACA CGAGCI'iCAG 


360 




CTATGGGATT TCAAAAGGCA GATTATGGTC CAAAGATATG TAQ3ACAGOG CCAGGTGGCA 


420 


SO 


TACATCATOC GITCOTGCTr TCOGTATCOS GACAACCTAG TTCCTOSAOS TTCQ3AAGAC 


480 




GGGAAGATAT ACATTTG3GA TAGATATTAT OSTAATATTA TIUJLUTILT A1CTUJJLAT 


540 


55 


AACATGGAGA GACCC5GACGA CTCCAGAAAT AAAAACTTCC CAATGACCAA AG'ITIGCAAT 

1294 
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ACTCTAGCAT OOAKTCCOST CAA1TCAAGA CTATTTGCCT CTOGW33AGA TCACGSICTC 660 

5 GTCAAGATAT 03AAQ3TK3ft CCCIAATTGA TCAATCCTAT AQCAIGAGGT TATTKJTCTA 720 

TAGAACTTCG AGAAATCX7IG CCGAIClGTf GTTTCCTAAA TTGTA 765 

(2) INFORMATION FOR SEQ ID NO: 1047: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 658 base pairs 
rs (B) TYPE: nucleic acid 

(C) STRANEEENESS: single 

(D) TOPOLOGY: linear 



20 



25 



30 



35 



40 



(ii) MOLECULE TYPE: CNA (gencxnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1639RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 1047: 

GAICCATCTG ACTATTGTTT CACGCGATIC GIXX5ACCAAC TGTGCAGTCA GGCCCAGGAA 60 

CCGGGAGAAA TAAGCCTTGA ACGAGCGCTG GTOGATA1TA CACCTIGACA 120 

TCCTGCCTCG TACAGGGTGT CGTTGCTGAG GAAGATTCTG GCGTTCTCCA AGAAAC3CAG 180 

■KTrroariGG TGCCACAGCT CGTCCIGGGT ATGGTIGTAG ATGAAGGCAC AGCCIGCCAT 240 

GATCAGCCCA TGGTTGTAAG TCCACTGCAG CTTATrTAAG TIGGTACAGT TGTOGTTGAT 300 

45 (TTCTUiftOOG TCGTAGACGA OTTOCCAGTT TO3CTOCACA ATCGAGATCA GCCCAACGCC 360 

ATACATCCAG TOGTAAACCC GTICCGCCCA CKTAAGTAT GTGGCATICC CE33TGTAACG 420 

50 CGTTAATCGT GCCGCCATGT GGAACAGCGC ACCGTTGGAA ACGGAGTITr TGTW7TGGTA 480 

OCCGTCGTTC CAGCGGAAAA TCTGCCATCT GAGOXGCCG TIGCACGTCT CCATATCCCA 540 

55 GGGCAGGGCC ATX33TATTAA ACACCGCCTG COCCAGCGCC AGCCATTGCG GCTGGTCCGC 600 
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033CG3C7nC GCICD33332 AGOCATOACC ODCATCCCCC AGAAAAAA 


658 


I 5 


(2) INFORhATICN FCR SEQ 3D NO: 1048: 




10 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 730 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 




15 


(ii) MOLECULE TYPE: ENA <gencmic) 




! 20 


(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PSG1639UP 




25 


(xi) SELXOJCE DESCRIPTION: SEQ LD NO: 1048: 
GATCGAGCGG OTSIOCACAT AACGACTGCG GAD33TQCCT GCTATGTTTC 


60 


30 


CAAGTGCGOG AOTGTGACCG TQCCGCAAA3 CC^KXTOGAG CTUICTCTGA AACCAGAGCG 
G3TCCCCG3G CGCATTG?^7r TTCGCCCCCC CC1CAACGAC AACAICAUGT CIGUGTITGA 


120 
180 


35 


GO^AGCTCAC TAOTOCTCGC lUJLJLA^AT CTlCmGi<¥3 TTTGACAAGT GCACCTGQGA 
CACGCAGCQC CCQCGGGTIG CTATCGCAGC CAAAGTTCCC GACGACTTTA GTOCGCAGGT 


240 
300 


40 


CCGTA?OXC CAAGATITGC AGGftGCroCT GCGATCCGCC AGTGCTCAGA CTGAGGIGAA 
GCIUJL^ACAA GALUULTI'llj ACTTTCCACA AG?CTTTCAG AACATOGTIG CGCTGGCAGG 


360 
420 


45 


GATAOCGACA CTTATTOCGT TCACGGAGAC ACCTCTTACT GAGCAOGTCG AGCGCTTATC 


480 




AAAGCAAGAG ATK7TC33ACT ACITCAAACC 0GCAA3TGTT GTIOTCTAC GIQCACTGGG 


540 




GTCCAAGGAG GAGTGCCTCT TCGACCTCGG AAACACGCAA CnT*A?GACG ATA3TCATCC 


600 




AG3CCCAATC CTAA»GAACG TGATOTTOAA TCCGKJ7TCA CAGGATACGT ATTUT0GTO3 


660 


55 


CTCATACAOC OCTAGICAOG T33ACGACGA CCACCTOCCC TTGAACG1GG CCCTCAACAA 


720 
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CGCCCAAGAT 730 
(2) INFOPMATICtl FOR SEQ ID TO: 1049: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 702 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: UNA (genardc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1640RP 

<x±) SEQUENCE DESCRIPTION: SEQ ID NO: 1049: 

GATCAAQCCG AGCACGCTGA CCTTGC3CTCC CCGACOCAAC AT0333TTGA CG33CTCCCC 60 

COCCGT3CQC TCCTCGAOGC CATCCOCOC CTTG3CACTG GCO30GTOGC GCCCCGCOGC 120 

GAG3CGCOCC ATGTOCATGA AGACCGGGAT GTTACGAOCCC TCCGTGATGG TGTATATAGT 180 

GITACAGCAG A3CATCAAGC AGTW2W3CAC OGACATCAAA ATG7^3CGCOC CGHPOGVCTV 240 

GCTACCCT3G CTGACAAACG GCGTGGCAAG TO33CCGTAC ATTACAATCG ACTOCtSTCAT 300 

GAGCCACTTG AAAAGTCCGC CAAAOCCATG AGCACAATCG CAATG*03CC 360 

CTO3ATGGSC G'lG'TACAACG CCCGCATATA AAGCACATAT OCCGTGAACT CC^iCGTCCCT 420 

TCCGCCCACG TAGAT3TAGC AGTCATCGCC GCOCOGGOCG CACTQCGCG3 CCOOGTGCCC 480 

CTK333STGC CCGAGCTOGT GTGCGATGGT CTGTAACGAC CCAG3CACAA AAGAAOSCAT 540 

CATCACGTAG GHCQGCCCGG TCGAAAAGCA CACAAOGSGC CATGCW33AA ATACCCACCG 600 

GCCOCQCCAC C003CCAGCA CIXXTCGTCG COC<X3CTGCC 03CCCACTAG CGGCTGCTOC 660 

TCGTCCAOCG TCACTGACAC CTOCATOTCA QCGCCCTTQC TT 702 
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(2) INFORMATION FOR SEQ ID NO: 1050: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: DNA (genomic) 



,5 (vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1640UP 



w 



20 



25 



30 



3S 



40 



45 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1050: 

GAXCAACGAG CTGGCGCAGC TGCAGCTGGA CGATGOGGAG GAAGGCCTGG AAGAGGCCGG 60 

TQGTGCGCAG GAGOGCGCGG CQOTGTGG3C GCAATT35AC OGIGACGACG AOCK3AAGGA 120 

CTACGACTTG GAGC-fCTACG ACGAGGAGGA TGCGG300CG C<?ICCAGAGG TGACGATGTT 180 

CCCX3333CTC TOG330GAGG CC03CTTCCA CGACtXJIGAG GAGG33CAG3 ACG33TACCT 240 

GAQZTTGCCA ACCGTAGAGG AOGAGCAGGA GGAG3333CG GAGCTGCAGG TOIACCCGAC 300 

AGACAACCTG CTGCTGGCAA CGCGGACGGA AGACGACATT TOGTACCTOG ACGTGTACGT 360 

GTACGACGAC GGCGOGGGGT IOZACGACGA G3ZGGTGOCG CAGGAGGODG «3GACGCGCA 420 

CGAOOCCGAC CT330XGCG COCTGATACG OGACGOGTOG TTGTACGTOC AO^CGACCT 480 

GATCTTGCCG CCATTCCCCC TGTGOGT3GA GTG3GTGAAC TACCG3CCCG GGTCGAACTC 540 

TCACGCGOCG GCAAACTTTG CCOCGGTCGG CACCTTOGAC CCCACGATCG ACCTGTGGAA 600 

CCTGGACTGT GTGGACCGCG OGTOOOCGAC AIGATCCTCG GCGAGCCCCC GGACTCTGCG 660 

ACCCOGTCCA AGAAGTCGAA GAAGAAGAAG AAGG9C 696 
(2) INPCfMATION FDR SEQ ID NO:1051: 
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<i> SEQUEMZE CHARACTERISTICS : 

(A) LEM7TH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANOEENESS : Slr>gle 

(D) TOPOLOGY; linear 

(ii) MOLECULE TYPE: ENA (genonic) 

{vi) ORIGINAL SOURCE: 

{A} ORGANISM: PAG1641RP 



(xi) SEQUENCE INSCRIPTION: SEQ ID NO: 1051: 

GATCCCTTAG CI^ACTCICTC CACCOCTCGA CGAGGOCAJT GA02TCTTAC GAACTGCACA 60 

AACCTACTCG AACTCTOTTT CCAGACTTCT TlLUVJ lTlU i ' CTTCAACTGC TTTCGCATGA 120 

AGTACCCCCC AQ3CTATTTT TCTTACCO30 CIGGTGTITG TCTATATAOC 03GTIGTATr 180 

TTTGATAAAA AACTCAOOTO TTCCTCTACG GCAGAAATAT ATATOCAGTC CTTAGCGeCA 240 

TGOGAAAATC TOCLTITITA CCGCTOTTTC TOCCAGTCTT AGCACTGGCA GAAAAAAGAT 300 

GTATGOCGTA TAG3CGCTGG CCCCGCGGAA AAAAAAAAAA AATAGAAAAA TAGAAAAATA 360 

AAAAGACGTG O3CCO0CCCG C033CAGACX3 AAGAAAAAAT AGGCGCCCAC 03TTCCAAGC 420 

AGACGACAGG CGAGACATAA TAAAATCCCA CACCAAGGGA AGAAAGTCTT CTGCACGCTC 480 

OCG30CTCAT ACOCTOCCAT TOTGTTCCAT CCGGCTTGCA AACCCAGTAG T33CATGTCA 540 

45 AAGCATTGCT CtGACGCTOC CXTOJLT.IU: AGTOGACATC CTCTTCCTAA CCCCAGCCAG 600 

ACITOCCATA CTTIGCACTT CACATAGCAT ATZACTTTTC AGATCACTAC GTGACATTCG 660 

50 GTACGGAATG GCACTCCAAT Q3DGACAACC TCTTOCTACC CGTGTCTTAC CCGATOTOCC 720 

AACTA 725 
55 (2> INFORMATION FOP SEQ LD NO: 1052: 



1299 





EP 0 866 129 A2 




5 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 704 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 




10 


(ii) MOLECULE TYPE: ENA (gencrrdc) 




15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1641UP 

(xi) SEQUENCE EESCRIPTTCN: SEQ ID NO: 1052: 




20 


GATCGCGTAG TGAQ3Q0CTT G3TCAGACGC GGCAAGTGTG CTIU'IUJIIT GTCCTTTTrn 


60 


25 


QJI-i^-x\jji- O^GAcu^Ai. '1UL"1'KXX3T3 CTCTGTCGTA GACCXXJCTTG GTAGACCATC 
TCItX,*lOJlU GCTIGCTACA ATTAACGATC AACTTAGAAC TGGTACGGAC AAGGGGAATC 


120 
180 


30 


TGACl^TA ATTAAAACAT AGCATTGGGA TGGTCAGAAA GTGATGTTGA 03CAATGTGA 
riluiUJCCA iiiu_ML J lUiAA TGTCAAAGTG AAGAAATTCA ACCAAGOQCG GGTAAACGGC 


240 
300 


| -35 


GGGAGTAACT ATGACTCTCT TAAGGTAGCC AAATGCCTCG TCATCEAATT AGTGACGCGC 
ATGAATGGAT TAACGAGATT CCCACTGTCC CTATCTACTA TCTAGCGAAA CCACAGCCAA 


360 
420 


40 


GGGAACGGGC TTGGCAGAAT OV3CGQ3GAA AGAAGACCCT GTTGAGCTTG ACTCTAGTTT 
GACATIGTGA AGAGACATAG AGGGTGTAGA ATAAGTGGGA GCTTGGGCGC CAGTGAAATA 


480 
540 


45 


OCACTACCTT TATAGTTTCT TTACTTATTC AATTAAGCGG AGCTGGAATT CATTTTCCAC 
Cri^i'AACAT TIAAAGTCCT ATACGGGCTG ATCCGGGTTG AAGACATTGT CAGGTGGGGA 


600 
660 


SO 


G-l"riU^_-]lJJ UJUJJCACAT CTGTTAAACG ATAACGCAGA TGTC 
(2) INFORMATION FOR SEQ ID NO: 1053: 


704 


55 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 678 base pairs 
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(B) TYPE: nucleic acid 
<C) STRANDECMESS: single 
<D> TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: DNA (gencmic) 
(vi) ORIGINAL SOURCE: 

10 

(A) ORGANISM: PAG1642RP 
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(X±) SEQUENCE DESCRIPTION: SEQ ID MO: 1053: 

GATO3037IT ICGGAACGGC TTGCTPCX3CA CAAAACACAG GGTIOGAAGT TACATACTCT 60 

TCAAGAAATT GACGAGGCCT TGAAAGCOCT GGAGCEACGC GGGTCAGGGA NIGATGGTAA 120 

TCCCTCATAT AAGIT3CAACT CCCACOCCAC TATCCATOCT CTm ' lLa GC TAOCCCCAAA 180 

TIGCCTGAAC TGTGGCAAAA TTAIATCTTC CCGAGAA33T CTIOATATOG A1TOCTGCAG 240 

TTAITCTO^ ACOrraCTCA TACCGAAGCA GCAGCAGCGG GATATAGAGA AGGTGTTGCA 300 

OCOCGAACQT GAATTGGTAA AAGOCAAGAG ACAAGAGACC GGCTCGACTG CCAAGAAGAA 360 

GGAAAAGGIC TTTAAGATTT CGAACQCAAA GGGGAGAAAT ATGTTCAGTG AGCAAGAGAG 420 

QCTATTCGAC AAACTTGACA GQCAGCGGGA CGTGAAATCA AACGCAAOCA GGTftCTTGOG 480 

GCAGAGGACT GICTCAGGAG GAGGACTCGA TICTGAAGGC TGAGGAAGTC GATCCGGAAC 540 

TAAC03CGGC OY33CGCGCT TGGAGAAICT ATTGCACTIT CAAGACACTA GGGAAGAGAG 600 

GACTAAAATA A1AGATACTG CCAGTGACTA CAGTA.TGICA AACGACGCAG GAA3TTGGGG 660 

GTCCQCATAT GAGAAGGC 678 
(2) INFORMATION FOR SEQ ID NO: 1054: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
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(D) TOPQlJOGY: linear 

(ii) MDLECULE TYPE: CNA (genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31642UP 

(xi) SEQUENCE EESCRIPTTCN: SEQ ID W:1054: 

GA7T7TCGTAC CCGGTAC3GT GCGCGMCTT COTGCCGGCA GCCGC03XT GOCCTGCTTC 60 

TO33CCGACA GCCG3CCAAA TACCGTGTTC TACAAQCTCC ATOGATCQCr GCCACAO30C 120 

GTtXGTGTTG GCACTTCTCC TC^3ACQCTG CGGCAACCCG G333AA3CAC 180 

CTO^TTCTGT TTKTTa OOGA UUAmUL'lUJ CU l UA -TJ U L j AGCTOCD3CG TC7TCMCACT 240 

GIGATCGAGA 1GGACCCGCC CITOXGGIC GAGGACCATC TGCATCGIAT CQ3XGGACC 300 

GCOCGT333G GTGTOXTGG CGAGTCGTTG CTCTICETOC TCXXXG3CGA GGAW3ftQ33C 360 

TACAIGGAAC ACATCCGTGC CCACCACCCT CGIGGCTOCG AOCTOCTlCG CTACGATCGA 420 

GACCTACT33 CGCCGGCCTF CGCGGODCCT GrKirxZOXT CCGACCGTCC GACCACCGCA 480 

ACGGACOCCG CCTGGGACAG CAACGCGACA ACTK3GCACC TCAACGICCA GD333GTCTT 540 

QCTCGAAGPC CCTCCGCGAA GGATCTTGCC ATCAAQ33CT ACAOCAQCCA TATCCQCOCA 600 

TACGCAACCC ACATCICTCA CGAAAAAGCG CTICTTCAAC GITCGCTGTC TOCAICFK33 660 

CC20CTG3CG AAA3CCTTTG GACTTCGCGA GCGCCCCAAA GCA 703 
(2) INRDRMATICN FOR SEQ ID NO: 1055: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LfUJTH: 616 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEHESS : single 
{D) TOPOD0GY: linear 



1302 



10 



1S 



20 



25 



30 



35 



40 



45 



50 



55 



EP 0 866 129 A2 

(ii) MDLHTULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) OPGANISM: PA31643RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1055: 

CATCQGAACA AGGAGCAGCA GTXXATOCAG CTGICGCAGC AGCAOGAOGG CACACTGCAG 60 

GACAGGAAGC CGACATAOCA AGTCAIGTCT CICCAGAGCG ACAOGACQST GACCAAGTTC 120 

AAGGTOGACG ACTCCATCAG CAAGCGTTTC GAGTICATGA ACAAGCCGAA GOCCAAOOX 180 

GCGACCGCGC CGCGGGAGGC GGCGACCAGC ACCCCTOCAA 0O3CCTCGGG CGCCGGCAAG 240 

CGCGTGCACA AGCCCAAGGT GCAGCAGGGC COOGOOGGCG CCGCGCAGGC CCATICGGCG 300 

AAGCAGAGTA ATACGCCCAG G3GACTICQG 1GCGCTCGGA GAAGftCCAAT CGCT3CAGGA 360 

ATTCCTGTOG CAGICCGAGA TTAAGAO0GA TCK7TT03AA CTOGAGGAGC AGAACGACGA 420 

GAGCGCAAGC TCCAACAAGG AGAAOGTACC CCCGAGCTOT TCGTCGGIGT TCCAGCAGCA 480 

GCTICTGCCC ACAGATATGG AOGACTTTTT CAACCTCGAC CTO3ACCATA TCAAGAACAC 540 

OGATCATCAG T3jITOCAGG GCCTGTTO33 CACICCTCGG GACGCGACCA CCTGCAACAC 600 

CAOGCCCATC GAGGAC 616 
(2) INFORMATION FOR SEQ ID NO: 1056: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 538 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1643UP 
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(xi) SEQUENCE DESCRIPTION: SEQ TD NO:1056: 




s 


GPtiXJJVLlJCA AAGAACJLTAT INXXJIUTCT AC**33TTCGA GAACAGCQCC CGATQCCATA 


60 




1TrcCACAC33 COXTGICAA ACCCGTCTCT GQ3CACGAGC OCTCACOXG QGAGCOCCCC 


120 


10 


AGQ3CTGGCG CACCAGCOSC C03CAAAATC GTACTACCCE CTO^TQCCGG ACODCOCACA 


180 




CCACTOCTOC CG3TGTCCAC Q3DC03CGAT GACGOCQGCC TCTPiCCQCTA 


240 


IS 


CCACAAGCAG AVCPGCANJT COITCCAQ3A CC^OCTGATC TACTCOCCQC GO333CT0CT 


300 




GAGCAAAGTC GSOCTGACGC ACTGCTACCA CCTGGACATG CTQCTOCTGA TGGAGCAGCA 


360 


20 


OCAGCAG3CC CAGCCGftGTC TCAAGTTCAA CCCATATACG TCQCAGAGCT TCAAOCtCQC 


420 




Q33XCCGGA TOXXXX33CT CCTA333CCG GCX3332CGCC CC*3G»CCATT TAGTTOGACN 


480 


25 


GAATCNCTAT GTCAAGACTG ACGCTTGCTC TTATGTTTTA TTCCAGTT 
(2) INFORMATION FOR SEQ ID NO: 1057: 


538 


30 
35 


(i) SEDUEMCE CHARACTERISTICS: 

(A) LENGTH: 560 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENBSS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 




40 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1644RP 




45 


(xi) SEQUENCE U^CJKIPTIGN: SEQ ID NO: 1057: 




so 


GATCCTITQC AAATTCGTCC ATAGCAATGT AAACOGACCT UJlXTOJCAC CTCTTGGTAT 


60 




TGCAAACAGG CATCTTGAGT TCCTTTGGCC ATTCCATCTT TATATGCTGT TCTTCAT03C 


120 


ss 
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AAG3CACA3T TTQ3TCTICT T0333CTTCT CAAAAACAAC CITAT3CACT CTCTCAGTAA 180 

5 TATACACAGG CTACQ333TC QCKX7IOCCTG AACATTAGGA AGAAOCAGCC AAAT333DCT 240 

GTOGCTO303 ACTG3CCG3A CTTCTOCACK AAATCCCACC TCAAGEATAT GACCATCAAG 300 

'0 TCCCTGAACC GCGTOCTAAA CTOCTOGTAT GTIGIGTOGA TATCTAG333 ACCG33AQCT 360 

AGCGAATO33 TA302G3CAC TTCCAATA03 TAAT03TCCG Q3STITGGAA CGGATCGTAT 420 

75 ACCCTACTAA CTTTCOCTGC AAACTCAATA G C ' ITITIIX A GTG3XCTG3 480 

TTTCTTAATIG GTATCAATGT CIQ333AGAT GAGATOSAGC TJIOXTCGA AGATAK7TCC 540 
20 TTTAGCft3JT TATOoTCTK? 

(2) INFORMATION FOR SEQ H> NO: 1058: 



25 



30 



35 



40 



(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1645RP 



560 



(xi) SEQUENCE DESCRIPTION: SEQ IDNO:1058: 

4S GATCTTGGAA GAGGAGGACT ATTCAAGTAA AA1GGCACGG CGGGASGATA AGA3GGAAGA 60 

Q3AGT03ATA CGAAAGTACG AGCGTGAGAA GAAGAAGZCA AAGAGSGGCG CATAATCCCC 120 

50 AGTGTAATAA ATCAATICCG OCQGTTCGCT GCGCIGTAGC ATAATAATAT GTAOGATAGT 180 

03TCAGATAA GGTATFTCAA AAGTTAG3CA ACCCATGAAA CATCAAACTT TTCAATQCAA 240 

55 TGATATGTAA GITOCATATA TTACGAOCTG TGAAATAGAG AAACTCAAAT GAATACTm 300 
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ACCACACCAT AACAAACQCA CAA3CTTA03 AGAA3THAAGA CGATAA3T3ZA GCTTGAATAG 360 

TQCCACCATG 020CCATAT3 GTACCTACTC AACAGCAGAA GCAAGCTAAA CGAGCTCAGC 420 

ATCAQ3GACA CCACTAGAGA TACCAQ^ATC AACGCTCIGA. TATAA3TACT ACCTTCAAAC 480 

TCAGTCTCGT CATTTCCAAG AODXTCAAC AATCAAAACA TGATICCCAC AGTOJEACCT 540 

GTOJTTAT3C AAGATACGAG CA03JTCCTC AOSTAAAACA ATGAGACCAC CTCATOGTOC 600 

75 TTXTTATCCAT ATAOSACAIC AAGTICATCG TAACATACTA C03CAQCCIC GTCATCCTAG 660 

TTTO^AACTT GCAGTTG3CT ACXZACTCCCG OT_AACGT33T TTOCAC 706 

20 (2) INFORMATION FOR SBQ XD NO: 1059: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LEMJIH: 705 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLCGY: linear 

^0 (ii) MDLiEULE TYPE: INA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1645UP 

35 



40 



4S 



50 



£5 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1059: 

GATCAGCG3C GGCTDOGCGC QCTC7ITOCCG TACCGCTGCA CCAAGCTCGC C03CGCCGCC 60 

GCGCTCTGCG (XTOOCCCIC CQ3CTOCCGC GCACCQCGCT CGOOCGTCTG CCGCCCAAOT 120 

TOCAGCCGCG TCGGGTICQC ACTGATCACG TGATCCACCG TO2TOCCGTC C033CCG3CC 180 

CTTJTCCGGCG CCG33330OC CT03CCCGCC G03CCATCGC CGCGGTACAC AraXTCTIC 240 

GGATOGTACC GCGTCTOCTC GCD3CGCACG TCGTCGACCT AO33COCG03 GTCATGCCGC 300 

Q33CQ^ATO3 CA03CQZOCC CMJJJOOGCC C033CCGCCC GCGCC7TCCAG TCCCAACTIG 360 
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TACCGTTCCA CTCCTOCOCXT CO^TCCTCT GCOGCIGCCG QaaSCTOCGC CX3XG333X 420 

GCCPCTF3CCG QCGCCPCCGG CCCCTCGAAC C03TSCCATC GGTCOCGCTT GGCETCAAAG 480 

CTCAGGGCAT TCTCGTCCCG GAOCTGAAAC GCQCGCTCGC CACCATCGCC C033GCCTGT 540 

T1UCQCOQCC GGAQCSG3CA GTCX3DGCCGG TCAIGATT33 CGCOGZPCTT TOTK3CAOCG 600 

CCXGCGTOCG CQCXXXXXJCC GGCGGCGOQC TGCCCQGCAC AAAACGGTCA CITATTACCG 660 

AACCTGCTGA GCCACOGAGA AGTCCTGAGC QCOCTCGCCG GGCTC 705 
(2) INFCRMATICN FCR SEQ ID NO: 1060: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1646RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1060: 

GATCGAGAAC CQCATGGACG ACAAGOXAA GGTGGTGATC CTOGGGTCCG GCTGGGGTGC 60 

GATTTCGTrC CTGAAGCACA TCGACGCGCG GAAGTACAAC GTGftCGGTGG TGTCGCCACG 120 

45 GAACTACTTC CTGTTCACOC CGCTGCTGCC CTOGACGCCC GTGGGCACGG TGGACGAGAA 180 

GTGGATCATC GAGCCGGTGG TGAACTTTGC OCTCAAGAAG AAGGGTAACG TGTCTTACTA 240 

SO CGAGGCQ3AG GCGACGTCGA TCAACCCGCA GCGCAACACG GTGAOGATCA AGTGGGTGTC 300 

GAOGGTAGCA CAGCTGTCGC ACCCGGACAA CCACCTGGGG CTGACGCAGC A33ACTCCGC 360 

55 GGAGCTGAAG TACGACTAOC TGGTGTCTGC GGTGGGCGCG GAXCCAACA CGTTOGGCAT 420 
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'IKXXXZXXJTG GACGAOJAOi ULAACT1T1T GAAGGACATC CCACACTCL,T TCXS4GATCAG 


480 


5 


AAAQCGCTTC CTGTCCAACG TCGAGAAGOC CAACCX7TTG COCAAG33CG ACCCCGAGAG 


540 




aaagcgtctg ctgaccatcg tg^ttcgtqcg co^ixiTrccT acco^igigs ac^ccq3333 


600 


10 


TCA2ICCAGG AdTCGTCGA CQOSACCTG AAGAGATTCA TGCCCTCCAT CCCF^OS^G 


66C 




GTOCAGAICC ACC'IOS'IOCA (JULVITUUCC AACUrOCIGA ACATGT 


706 


15 


{2} INFORMATICS FOR SEQ ID NO: 1061: 
(i) SEQUENCE CHARACTERISTICS: 




20 


<A) LEM3IH: 657 base pairs 
(B) TYPE: nucleic acid 
<C) STRANDEXNESS : single 
(D) TOPOLOGY: linear 




25 


(ii) M3LS3JLE TYPE: ENA {genomic) 
(vi) ORIGINAL. SOURCE: 




30 


(A) ORGANI31: PAG1646UP 




3S 


(Xi> SEQUENCE DESCRIPTION: SEQ ID NO: 1061: 






GATCAAATCG GTTAGCCCGT CTCCAACGAG COITOAACA TPtS AGJi^TCGlA 


60 


40 


GTCCTOGATC GICTCCAACC 03CTCAAATT AAACTTCTCG TCCAGAATGT ACTCT3CCAT 


120 




GOCGTIGCCX: AILTIGIGIG TGATGTCTGC AATCACCTGC T33TACTCG3 gcttcagctt 


180 


45 


OIGGAACTCG OCTAGAATQG TGCTGAACTC CAOCAQCACG TCACG3TCCT TCTCCGTCTT 


240 




CGCGl'lUJLG 'lUiAAALTIU: ACGTA'IUJAG CTlty^ITHL' 'HiJIU^AACT COCOGAGTAG 


300 


SO 


COGCACCTTT ACCTTG3CAC TGPiTCGTCAT ATCGTCTTCA ACAGTATCCA G33CAC3CAG 


360 




AATCACGTAG AACAGCATCA CCCOSTTOCG CAQCTCG33A TGTK3CTCCA TTATCACOOC 


420 


SS 


OGCAAAAGAC TCGAAGTOCG CTGTAGCAGC TCGTAGCACC GCTIGAGCTC TGCAGAQOCC 

1308 


480 
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TGCGTGTCGT CCGCAGGATA AACO331T0C CTCPGAAATT TGPCXJTTCPG AOJiUUJJTO 540 
s AGCTCCACTTC GCTGTGTGAA TAATTGAACA ACCITCCCCA TCGIGACGAT TC3ATTAAGT 600 

AATTGCCAAT TATGIGAAGC CCCTGTCAGT TGGTCATOTC OD3CTTOCIT GTACAGG 657 

ro (2) INFORMATION FDR SEQ ID NO:1062: 

Ci) SEQUEXXZE CHARACTERISTICS: 

(A) LENGTH: 727 base pairs 
'5 (B) TYPE: nucleic acid 

(C) STPANDEDNESS: single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC : PAG1647RP 

2£ 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1062: 

GATOCSGCTA GATAGCGTGC CAATTGCTGA TAAATCCTGC CAGAATGQ3A TAACGCCTCT 60 

CTGAAAGGCG CAACGCCTCC GGAGCGCCAG GAGCT5TOGC GAGATOCGAG C03TCTGGAC 120 

TGGA3GCACA ACTAATATTG AATTCAGTAT OXGCAGTAG G03GGTACAT AACIGCTTAC 180 

GIBCTCCCAC TACGACACTG CQCCCOXAC GCKXACGTG CGATOCGGCT TACAAAGACC 240 

AACTOCTTGG CAACACCTOG ATATGGTAIG CA3CGGGGTC TCTGAGGACG GCGAGATICT 300 

TGATAGACCC CTICTTGTAG CGCAACTCCC ACTOCAGGTC CCGGTACGIC TCCTCGATGT 360 

CAGCGCAAAG AGGCGCAGGG TCACTGAGCG ACACACCCAT GIGCCTGTAC CCCGTGGOCT 420 

so CIXTGITCCC GTTOTGATAC GAGAAGTCGG CCTCATOCTC GGTCCCCCAA TIGTGCGTCA 480 

GCTCCAGAAT GCTCTC3COC TTCAACCGCT CCTCOGCTGC CCGATACCCC AGGAAGTAGA 540 

55 GGGTGAATTT OOCATTTGCG TGCTOGCTCA OCTCCAGTAG GGACATACCT AGCACATTCT 600 



30 



35 



40 



45 



NSOOCIO" <EP 06661 29A2_L> 
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GOTAGAACTC CAO03ACTTC GTTGCGTCCT TCACAOGTAG CATCGIGTCG TTAAACTTG3 


660 


5 


GOCCU^GJIC CAL-1U3CTCC GOGTCCGACA AGTTGTACTG T3VTCAACTCA ATCCAGTATC 


720 




cuiux*; 


727 


10 


(2) INPORMATICN FCR SEQ ID NO: 1063: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 615 base pairs 




15 


(B) TYPE: nucleic acid 

(C) STPANDEXNESS: single 

(D) TOPOLOGY: linear 




20 


(ii) MDLECULE TYPE: £NA (genorac) 
(vi) ORIGINAL SOURCE: 




25 


(A) ORGANISM : PAG1647UP 




30 


(Xl) SEQUENCE DESCRIPTION: SEQ ID NO: 1363 : 






GATCCGAGCA COJIOD333T GCAACAGAGG AAATATATG3 CACTACAGAC AGTGCACAGA 


60 


35 


TGCAGGAGCT CXISCCGOCTG GCGCGGCAQC OCTATOTGGA OCG3CG3GAG AGGGAAAAGC 


120 




TT^GACIGCGC AATACQCGAC CTTGGATTGT TAGAAGAAGA CGTAAAGAAG TACGGATGG3 


1B0 


40 


ACAAGCTGAC GGAAOGGGAG CGAAGftSAGA TTGGGACCAA GCG3CAGCTC GTGCAAATTG 
TGCGCGAGCG CGATOG3GCG GOG3G3303G CGGAGCGTCC ATTCCATATG COCGGCGAGA 


240 

300 


45 

50 


COJriGTGGA G3CTACTGCG CG3CAGGAGA AGAGCTQ3GA G3AGCAGCAG G1GCAAAAGG 
OGGTViaXW- U^J333CGC TOGGACATAA TTGAGGTOGA OGGCTCTGAA CAGTAOSAGT 
TlUTiCIUiA ClUJmCTCC GTTGTGCGCT TTACAGAGGA AGAGACGCTG QCTOCCGGCG 
AOX.1G1CUA GAAGCAGCPC GAACAGAAGC TOGAGAAQGA AATTAATTCT G7G3CGTCGA 


360 
420 
480 
540 


S5 


TTCAAGAAAC TAGGAGGCAG CITCCTGTGT ATGOGTACOG CGAOGAGCTT CTOAAG3CG3 

1310 


600 
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T03333ACCA CCAGT 615 

s (2) INFORMATION FCR SEC H> NO:1064: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 648 base pairs 
to (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

is (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1648RP 

20 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1064: 

GATCCAQCTC ATGCAGTGCG OGATTCCAGC CCTGCCTGTC GTTTAAAGTC TTGAAGTAGT 60 

TO3TCCIGAA ATGCTKJICA AATTTGTACA GoTATCtTTTT CGAAGATITC GAGAATAGTC 120 

CTTCCACCAC TTTCAATGGG TTCTCCTCGA ACTTOTCGAG GAATGAATTC TCCAGCTTGG 180 

AGAATGCATG CTGIGAAGAG TATATACGAG ACCCACCTTT CGCCACGAAT TTGATGAGCT 240 

GATTGAAGTC GTTGCGCATG TCGCTCTOQ3 GTATGAATCG T33ZACAGTC AGCGTCAAAG 300 

CTCCCTGCGT CATAGGACGG TATGGTCCCG GTGGGTACTC GTGGACATCG AAGTTATCAA 360 

GCAGATAGAA ATCCTTGATT TTGCCCTTGT CTGCGAGAGA CCGCAGGTAC GCCACGAAAA 420 

GGK3GTACAG CGCGCTICCC CGGTTACGGT AGATCTTGTT CAGAATAAGT TCGTCGTCGT 480 

TCOCTTCATC GTTGGCATCC TTGTACTCTT CTACCGCCTT GCAAGAGGGG AAACACACCT 540 

OQCCGGCUL.T GAATATTAAG TCCATCTGCG TCGICTTCTC CACCAACACG TCCGEACGCC 600 

CAACGATCGT CACCAGGATT TCCAGAAAAG CGTAAGICGT GCACATGT 648 
55 (2) INFORMATION FOR SEQ ID NO: 1065 : 



25 



30 



35 



40 



45 
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10 



75 



25 



30 



35 



40 



45 



SO 



55 



(i) SEQUENCE CHARACTERISTICS : 

(A) LETUTH: 715 hase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(iij MOLECULE TYPE: ENA {gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1648UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1065: 

GA1CTAG0AG GTGTTGAACA GATAATGGAA TC<X7ICTCCT ATATTCCAOC TAAACGTAAT 60 

A3GCCCGTAC CTATACTOCA GTCAGAGGAC AACTGGGATA G3GATCTIGA ATACACACCA 120 

ACACTTCACA GCCTTATGAT C^EACQCTGGA TGATTGAAGG CCGCCAAGGA CCTGAIOGAT 180 

TTGAATATGG TCTGTTTGAC AAG3GTTCCT TCCAGGAAAC ATTATCAG3C TGGGCGAGAG 240 

GCGICGT1GT AGGCAGAGCT CQCATGOGIG GTATCCCGCT 03GTCTTATT GCCGTIGACA 300 

CTCGTACAAT TGAAACTGTC AICXX^FGCCG AI033GCAAA CCdGCAICC ACAGAAACTT 360 

TGATTCAGGA G3CAGGCTTA GTTTGGTAIC CTAACTCAGC ATTTAAAACT GCGCAGGCCA 420 

TAGCTGATTT CAACCACGGA GAACAACTTC CACTCATGAT ATTAGCAAAC TG3AGAG3GT 480 

TTTCTGGTOG TCAAAGAGAT ATGTTCAATG AOGTCTTGAA ATATGGCTOC TTCATTGTTG 540 

ATCCTCTAGT GGATTATAAA CAGCCIGTAT TCGEATACAT ACCTCCAACA GGTGAGTTGA 600 

GAGGTOCTTC CT333TTGTG GTGGATCCTA CAATTAACTC TGACCAGAIG GAGATGTATC 660 

CTGATTCCGA CTCGCGG3CA OGTGTGCTAG AACCTGCTGG TATGGTIGGT ATAAA 715 
(2) INFORMATION FOR SEQ ID M0; 1066: 
(i) SD3UENCE CHARACTERISTICS: 
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(A) L0GTH: 714 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MDLEXXILE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1649RP 



IS 

{x±) SEQUENCE DESCRIPTION: SEQ ID NO:1066: 

20 GATCAAACGC AAAACTGTGA CGCAGAAAAA AGT1TCGCTG ACAGACGACA TGCT03CAOG 60 

GCAOCAGCQ3 GTQ3GCAAOG GAGCX3JT03C GTTTCCAGCG ATCGACCTCG GGGCGAOCAC 120 

25 GAAICTnTG CIAAACAACA CEATCAACAA GACCAAGTIC AGTCAGCTAA AAAAAOGOGT 180 

AGATAGTATC GAACTQCATA AOC3*3CAQCT TCAAAATCGA 240 

30 ATTCCAAAAG ATGAGTTCCA GAIATMnC CATOOIOGAG AAOCTCGlGT CTCTTAAAAA 300 

CTACAATAAT TCXXTC3TTG AGAACTTCAA TCTGCTO3TA TCO¥CGCT3G 360 

35 OCTGAAGGTT COCCATOCAT TAAAOCTOGG CAACTATGCA TCTTCACAGG TTGOCAAAAA 420 

TICATCTGCT TCCGACGTTC AAOGCCATGT AT03CCGTTG GCTACTGTAG CACCTAGGAA 480 



40 



45 



50 



55 



CATAOaCTTG GO3CA03CTA CCGCGTOGAA AGAAGAOXC AATCCTCCTA CAAGOCTGCG 540 

CXXZAG3CTIC CATGTTCTGC TG3TAGAAGA ATGATTCQGT TTGTATCCAA CTATGTTOCA 600 

AATK7ITGAG AAAATAT33C TGTICGGTGG AAGTCGTAAC OGACX33CCTA TCTQCTATTG 660 

AAACAGTAGA GAAATTOCAG TAOC^OCTOG TTCTGATOGA TATCGTGATG COCA 714 
(2) INFORMATION FOR SEQ ID NO: 1067 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 663 base pairs 

(B) TYPE: nucleic acid 
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10 



15 



4S 



SO 



55 



(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1 649UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1067: 

GAXCGCIGGC GCGGGCAGCC ACATOCX3XG GCATTTGACG TTCTACCACA TOCAATCTAT 60 

20 GGCGGCTGTG CGQ3JJTTGC GCCCGCAG33 GAAGTACGGG CIGCGCGAGC CGCCAGCGGA 120 

G3CACCACCG CQ33CGTTGC CCGACGTOGA TGIQJTGCTG ATCCCCGGTC TP03JTTCTG 180 

25 CGCCGATACC GOCGCGCQCC TCGGACGCGG GX3K3GTTAC TACGACAACT ATCTAAGCCG 240 

TACGCAGCAG CTGCACGGCA GGAGACCGCT GCTGGTTGOG CTGGCGCTCA GOCAGCAGCT 300 

30 GATGT3GCAC GTCXXGCTAG AGCCGCACGA CCAGIGCTTG GAOXI3GTOG CL'IUJUGOGA 360 

OGGACAGTTG AG3T3GGCGC ANCGOGO30C CG33GAGATA GTIGATATAT AAGTGTATCT 420 

35 AQCCTGTAGT GAAGCTCCCT TTO3CA03CA CGAATGTCCG CG'IOXULTC TO3TTGATGA 480 

TCTCGGCCTC CAGACGGACG TIGTTGCOGT GGTCCTCGAC G0337ITX3TG CGGACCACAA 540 

40 OGAACTGGTT CGCCAGGGTC GGGAAACAAT ACAAGATCTT GAIGTGCTCG GTTACCTCCT 600 

AA1CG3TGCC GGTCACGAAT GTGACTGCCT CDDGCATCAG GTCGCTCAGC ACCGTGGCCA 660 

GGA 663 
(2) INFORMATION FCR SEQ ID NO: 1068 : 



U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
<D) TOPOLOGY: linear 
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(ii) MDLBGULE TYPE: ENA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG165QRP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1068 : 
GAT03CTCTG C0335ACTO3 ATTTTTCTOC AOXGOCAOG CAAGAAGGAC CITGCGTGCA 60 

tcatotacac ciraxrros ACAasrawx: cgaagggtct gtoitcacc caoxtaaca 120 

1OTTOG0333 CATTO3CQGT GTITOCX7ITC TGATCAACCG OGCGATIX3TC AAGOCTGACG 180 

ATCGTCTCAT OXCTICTIG CaXTTOCQC ATATTTTTGA <XTTO I gnc GAGTIGACCT 240 

GICTCIACTG GGOD3CCTTA ATIOGCTfiCG GCTCCGTCAA GACGTIGAGC GAGGCTTCOG 300 

TCOGCAACTC TAAGGOCGAC ATCAAG3AGT TC03XCGTC CX5TCATOGTC GCTUTCOCAG 360 

CTCTCK33GA GGGTGICAGG AAGGC^TTC TTOOGCAGGT CACTAAGTTC CCTCCGTTCA 420 

AOGAAAAGAT ATIUTO3303 GOCTAOCACA OOAAGCEAOG CATGAAGAAG TOCCACATIC 480 

CAGOOGGOGA "ICTAATAGGA AOSATCATCT TEAAGAAGGT GCGTGAGACC ACTGGTGGCA 540 

ACCITOGCTA CATCTIGAAT QGTGGCTCTC CAITOKX3CG GGATACGCAA GTITTTATTr 

40 OGAACITGAT TTX3CCCCGTG TKSKTVOJTT ACOXTTAAC OSAGACKTTO GCGAATGGCT 

GIATAGTGCC TCCW2ACCAC TICAAGTACG GGGTTGTOGG AGACAT 706 

45 {2) INFORMATION FOR SEQ H) NO: 1069: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 674 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) topology: linear 

55 <ii) MDLECULE TYPE: UNA (gencraic) 



75 



20 



25 



30 



35 



600 
660 
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10 



15 



20 



25 



30 



35 



4C 



45 



50 



55 



I vi) CRIGHMj SOURCE: 

(A) ORGANISM: PAG1650UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1069: 

GATTXATTIC TCA'IGGAGAT TAACQCTATA TCCGAG^AAA QCAATAACAA GA/02AAQCC 60 

AAGAAGTCTG TTAACTTUK: TATQCTAGGG TIGACTGATT TTACCAAACT CAAAAAAGCC 120 

GAIACTACPG ATGTUIT3GAG ACOC7ITTAGG ATCTAOGACG AW7TACAAAT GAAAAAGAGA 180 

TTTAGTTATA AATGOGATrA TGATAAAGTG TCCAGGGAAT TGGAIGAAGA GACATGGAAT 240 

AAGATTATTA ATAG3GAAAC TTIGAATTTA TTTOCATTAG TGGAAAGAEA TACGGTAAAG 300 

ATTCAAAACG ATOCCAATAT AACCTATTGG AGTICTCTCG TTA3X333ZAA CTCCTCTO3C 360 

AAGCATCAG3 CTACA03AGT GAGQCAATGT GOCAACTTCT TCIGTGGTAA ATGQ3AAGAC 420 

CACCCGAA03 AGTITCCCAA GIGCCGOCGT IXX1AAG33CA CAAAATATIG CAGTIGTGAG 480 

TXJICAACEAC AATCTIGG3C ATATCATO33 TACTGGTGCC ATCAIGTTGG dCTSICTIC 540 

ACQ33CAGCT CXJICAACGGC AAACACCACT 033ACACATA CCCCAAATGC TGTCGGTCAG 600 

TCGGCTGGAA CXACGACCAC TACEACCACG GCQ32TAD3G AGOTAGATCA ATCCATTTTG 660 

ATGACAGCAA Q33G 674 

(2) INFORMATION PGR SEQ ID NO: 1070: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 622 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) M)LECULE TYPE: DNA (gencmic) 
(Vi) ORIGD^AL SOURCE: 
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(A) CRGANL34: PAG1651RP 

5 

{XX) SEQUENCE DESCRIFTiaN: SEQ ID NO: 1070: 

10 GATGGCGACG TTTACCGAAG AGCAAAAAGA AAAGTACGCG ATGXGTTGA KCACAAGQG €0 

GAACGAGTGC TTTAAGGACC W3COGEACGA AAGTICTACG ACTOCQ3GTT 120 

' 5 GAAGCTAAAA GA^ACCCQG TGTTCTACTC GAATCGGTCG GCGTGCTACG TOXCTTGAA 180 

CAfiQCTGGAG AA03TT3T33 P03PCPCCAC TGCTGCACTA AAGCTGAAiC CCGACTATTC 240 

20 TAMJIUITIG CTTCGTCGIG CAACAQ2TAA TCAATCGTTG Q3TAATTATC CIGATGCEAT 300 

GTTGGA1TTA 1XHGCCGTAT CTCTATAOQ3 CGOGTACAQC TCGCAGACAA TTGAGOOCGT 360 

GCTGGAGCGG AATATGAACA AGCAGGCTAT GCAAGTATTG /AtfMWC TCTCTGGTO3 420 

AGAGAAACAC GAACTICCTT CCAATACTTC CTTA3CGTCT TICTTCCGCA TCTIUJCTTC 480 

GGAGACATCG TK3GAGAACT ACGATCAAAC TTCCGAA3ZA GAC03ZATTC TTCTCAM333 S40 

ATTGTGCQCC CTACACG03C GCCAOGCAGG CTCCTATGAA ATTOCTGATC AW3DCTTTAC 600 

CGATGCTGTA GAAAAGTTCA OC 622 
(2) XNFCKMATTCN FOR SEQ ID NO: 1071: 



25 



30 



35 



40 



45 



£0 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 679 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1651UP 
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<xi> SEQUENCE DESCRIPTION: SEQ ID NO: 1071: 




5 


GATCGTGATT TPCOC033CT GCATCCIUJA. GGCICCACAT CATOCCGTGC GCCA03CTAT 


60 




GCIGAACATC CCCAQCGGCC TCTACTGCAC GTITOCGTGCG GWJKZA3TX3C CT33GATCCA 


120 


10 


ctacggtatc tcgtctacaa acttcatcac acacgigaat gagaicgaaa ccccagacct 


180 




a^CCGCTTT CTCC^O^TOG TP03CACGAT ACCAGACAAC AO^CTGTA AAATCCGTCT 


240 


15 


TGIGACCTTC GACAACGTGC CTriTOLTAT CTCCCIGAAG ACAAACTACC ACTACTTCCC 


300 




CACCAGCGAG CiC'lUOUXA ACICLGACAC CXX3DOGCT33 AHTIGPGCACC TCTXXAACGC 


360 


20 


tacxxxtgct aaaaactagc aatagactga taictcttat agaacgtata aactattcz*: 


420 




ATGTAACCOG ATCACGTGAC GAGCQCTGCA COCACCTCGT GCAGCATGCT CAGTGGTATC 


480 


25 


GCAGTAGGCG CCGCAGACQC TICAGATGGG CACTO3CCGC CATOGTC03C CXAGAGAGCT 


540 




gcttcagcgc Q33croiax aojcto'igit Acuaiuxrro caaocAGccT tcgaacgctt 


600 


30 


GTOCCICCiG CACJULTllXJU OUAUUILTIA OL'llilXJL'lT 1GT<XGTCTT CATTAGIGTC 


660 




CCCACXATGA TCSOOGACG 


679 


3S 


(2) INFORMATICS FOR SEQ ID NO: 1072: 






U) SEQUENCE CHARACTERISTICS: 






<A) LENGTH: 692 base pairs 




-iO 


<B) TYPE: nucleic acid 






(C) STRANDELNESS : single 






(D) TOPOLOGY: linear 




45 


<ii) M3LECULE TYPE: ENA (genomic) 






(vi) ORIGINAL SOURCE: 






(A) ORGANISM: PA31652RP 




SO 






SS 


(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 1072: 
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GATCTPCXJIT CC7K3AAAAOC TTGCXXJTCT TCATSftGCTC AACAATTGCC TCTOCATCEA 
TTCTCICCOG TTOGMTCTG OOTCCTIAT TCTOC7TGAAT CATO330QCA AAA3ZGCQOG 

oosiccAGrc atgacxxtjat og^zcttat aggactkxx: tccwoxgc Aroaaxrixr 

OX^CATT TICTICAATA AIATTGACAA CTOCTI U Jl'r TTCCAACACG ACCTIXSTTCG 240 

OGftGAcrorc GAAancrrc «xtktot gztcaageat tictaccctt tujtcaqctc 

, £ AOCATCGCAA GITOCAATCT CXCTCTTGGA AIGTCTOCAT AACOTITTCA TTCATCTITAT 

CX^CTOCTTT ATTTCICAW3 GAGAG3ATTA CTATTTCATT AG3ftC<TftCA ATOCCTTCGT 420 
20 AAACCAGSTT CT7CSCTTTA TOrA^Gra TCACOTICTT GCCftGACCCA GGTO0O3CTA 

CCACAlTCftC AGTTGTACAA Q3TCATATC GATCIGTrac TRCKXJD3AT TO33fiCGTCG 
25 ramr CATTCAIGTA TGATACATO: TaSTOSTCG CXXAAG3AAA TAAATTCGTG 

AATITCCGTT TTAflGAIACT CAAAAGAAAT GfiGKEftftOOG C003CAAO3S COSMTTAGAA 
30 TTACACCAGC TATTGAAIAT ATTTPCTTTA IT 

(2) INFORMATION FCR SEQ ID NO:1073: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LEMjTH: 697 base pairs 

(B) TYPE: nucleic acid 
CC) STRANEECNESS : sir^le 

40 (D) TOPOLOGY.- linear 

(ii> MDLECULE TYPE: ENA (genorric) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1652UP 



50 



60 



120 



180 



300 



360 



480 
540 
600 
660 
692 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO; 1073: 
55 GATCTCCCCA CCATICTCCT CCP£3CCCCTT CIGTO^TCT TC0033CX7TT QCTCTCTCOC 60 
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CTTTK3CT1C TTCTCCTTAC OSmTTOX ATACA32Q3C TEATTC^JIT CGAACTGTTC 120 

s CTTCTTCCfiC TCTTICrrcC ATPQCGACTT CGftCATGCCT TCOOGAACGG GCQ3CAAGOC 180 

AGCCCGTGGT TTK33CCGAC TCAATGTTTC ATCATIA3TA. GTTTCAOG*^ TCATK3CXXA 240 

, 0 GTTTGAQ3AC TCTTM3COCA AG&ICTIG'IC ACTGAAGTAC AGTAAAATQ3 ATOCCCTITC 300 

GCG^IGATGA C33CAATGACC 1Q7H3AAATT TTPCQCCCAT 07TGK3XTG TATACTOGTC 360 

75 ACGTGACA££? AGTTCAOTCC ATATATGGAG CCOTI7M3GTC ATATAAAG33 TCAGGAGCCC 420 

QCTAAAGTCT TTOIATK7IG ACCTTTTATT G33GAGCTTT AGQ337IUIT3 TCK7TATCCA 480 

20 GAGCCGTGTG GTCAAAAQ33 TCTCAQCTCA GO3D0TTCTA CTACACTGPG ATTTAAAAAC 540 

CAACACTJGAA GCAQZ£G2£7T ATGAOGTCCT TACCAACTAA ACTOGAaCTT CCATO3GmU 600 

25 AGAACTACCG GCCGAflGZTG CTGAAAGATG H7K333AAAC GAWGAAACGG TO3ACCQCCT 660 

GCAACAGATG CCAG33ATGG AAATATQCCA CACTTGA 697 
(2) INTORMATION HB SDQ ID N0:1074: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENC7IH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCECNESS: single 

(D) TOPOLOGY: linear 



30 



35 



40 



45 



50 



(ii) MOLECULE TYPE: DMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1653RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID M}:1074: 
GATCTTTGAT GCTATTTCGT ACCTTAAGGG CTGTTCCGTG CTGGAGATGA TCTOCGGCTA 60 
55 TATAGG3GAG /CCGTCTTCC TGAAG3CJFGT TGCCTTATAT ATAAAGCGGA ATAAGTTTGG 120 
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CAATQCTACC ATO3AGGACC TCITT0333C CATTPOVO^G TTCATCTCAT 180 

G3CGAAGOCA AAACATTGGA TTCTAAAGAT 033JTACCCE GITCT33ACA TCACTGTTGT 240 

'IGAOT33AAG ATTTCACTGT CAC2GAGACG CTACCFITCG AGCOGACAAG CTGACQCCAA 300 

TCAOGACCTA ACOsCCIGGT GGATTCCCCT CAQ3ACTCAA CTTOCACTAC 360 

AACAGAAATG GTTTCTAAAT CCCAACAAAC AGAGATCTCA (XTA0CGA3T TTGIGTTCTT 420 

TAACAACGAT G02CACQ3CT TCTT0333GT C<ATTATGAG GATGAGACTA TK7IG3CTAA 480 

CAJCTGCAAG AACA3AGCGC AGClGlCCrC AOGCAGTAAA ATIGCGTTAA TTTCGGATGT 540 

TGAIGCCACT G3TACCTTCA CCtAACTCAT GtKTKJTTCTG TCTGCATICT CTGCAACGCA 600 

TICGCAAGAC TACTATCTTA TOGAACTCrG CATTGTCCAT TTXOCACTCG GCCKJCTCAA 660 

TCATATATO3 OGATGCCTCG CftGAGATOCG CAAGAAGCTT GC93CGT 707 
(2) INFORMATION FCR SEQ ID NO: 1075: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 689 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1653UP 



<xi) SEQUENCE DESCRIPTICM: SEQ ID NO:1075: 

SO GATCTAATAC T03GAGCGAC TCGGOo'l'I^'l' C<3COGTGTCT ATCTGTATGC GAACCAGCGA 60 

G3CKJIGATG GAGACANATT GTACTACGAT OJITOCGCGC TCATT3CTGT GAACG3CCGA 120 

56 GTTGTG3CCC AAGGCTCOCA GITTTCOCTG AGGGATGTCG AAGT33TTAC TGCAACK7TA 180 



40 



1321 





EP 0 866 129 A2 


- 




GACTTACAAG AAGTGAGAGA TTAC033A.TG TL'lUlUAror OXGAG3GTT G^AOXAGTA 


240 


5 


TCGAATAACG TGACTTTCGA ACGTATTCAA GTACT7IGTAG GATO0AAGAT 


300 




aggttcaatc ctacgattaa cctcaogaag gcgaaagcoc catactatca cagcccagag 


360 


10 


GAAGAGATTG CGCTG3GCCC /OCTTGTK3G TTATCX3GACT AOOTSCGTCG TraCAGAGGA 


420 




ACA03CTATT TiL'I'iCCACT A3CF33333C ATTGACTCAT GTGCCACTGC TGTAATTGTG 


480 


15 


CACTCTATGT GTC03AT33T 1X7TZAACGAA ACATCTGAGG GTAATCTOCA AGTAATTOCA 


540 




GATGCGAGAA GA3TO3CTCG T30TAQIGAT GACTOGATTC CAACCGATGC A03TGAATTT 


600 


20 


OCAAAXATGA TATTICACAC TIGTTTTATC GGAACAGCAA ACTCCACAAA TGAGACTCGC 


660 




AGTO333CAA AGAAWTTTGC Q3AACAOCT 


689 


25 


(2) INFORMATION FCR SEQ ID NO: 1076: 




30 


(i) SECXJEtCE CHARACTERISTICS: 

(A) LENGTH: 598 kase pairs 

(B) TYPE: nucleic acid 
{C) STRANEECNESS : single 
<D) TOPOLOGY: linear 




35 


(ii) MOLECULE TYPE: ENA (genomic) 




40 


(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1654RP 




45 


(xi) SEQUENCE DEaCRIPTICM: SEQ ID NO: 1076: 






GML.T1ATTA A'TI'I'iGATGG TGCTATATTC TAAATTCAAG TAATGATAGC GCGTGATOCG 


60 


j SO 


GTACGTACCT ATACATATAA OOCACAGTTC TOOATCGTCT A1U0UIUTAT GAAAATCACT 


120 




O0AGCCGTGC GACACQCCAC GTGTAATCTA CnGftCTTTCA AGTTCTTCCT CCTUATCQ3C 


180 


SS 


AGAAAGTTCG CCOJCGOOOG TGAO^TlCTr GAGCCGCTCC TIGAGCTGCG OOATAAGGCT 

1322 


240 
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ATTCTCCCTr TGAGCATGCA TGCGGAIACC CICTAGAGAC AmTGAGQCG AATCTGCACC 300 

ATCTAAACCA T3TTCGCTGT TCCTCCCAGT GCOOCIGCC AGrriGGGAC TOSACPGftCC 360 

TCTPCTCTCCA TCTTTGTAAG AATCCTQ33T CGTIXXCGAG TTO3AATTCA TCCTTCCCAT 420 

AOIT7P3CAAG ATFITCTOCT CTTCTCTrTAG TICCAGATGG GTPCCTGTCA GATIGATCAA 480 

GGAGZTOCCG CTTITWD33C GCGAGAGCTT G3GCAGAAGA CTT3XGTCG 540 

CITO^CCAAG GTTK7TAATC GAGGTGTGAG ATCTCQGAGT CCTTCX7TAGT CTCAGACA 598 

(2) INHUMATION FOR SEQ ID NO: 1077: 

(i) SEQUENCE CHARACTERISTICS: 
<A> LENGTH: 571 base pairs 
<B) TYPE: nucleic acid 
<C) STRANEECNESS: single 
(D) TOPOLOGY: linear 

(ii) M0t£EULE TYPE: IKA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1654UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1077: 

GATCCGGGCC Ct9GTTCGCSG CAACCAACGA TGTCACGTGT GCATRCCACC GZE C 1XJJ & G 60 

GCGTTACGGT GCCAGCAGCA CO33TTG0CG GAAAACCGGC AGCAGAGCAA GTACK3GC72T5 120 

45 AAGTGGGGGC CCTATCTGTC GGAGCGGAGC T3330GAOGG T303GGAGGA CTACTCGTTT 180 

GACCGCGACG CGTGGCGGCA CTTCC03TK: GAGCAGGCGA ATOCGCGGGT CTICCGGTGG 240 

SO GXGAGGACG GGATCTTCGG OST^QOGAC AACCGGCAGC TGGIGTGCCT GAACGTGGGG 300 

ATCTGGAACG GGCGTGACGA OCTCCTCAAG GA^XGGATG TTCGCOCTGA CCGGGCCGCA 360 

55 GGGCAACCAC QSGGAGGACT GCAAGGAGCT GTACTACTAC CTOGACAACC TICCGACCCA 420 
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TOCOTACATG AAGGCGCTGT AyAAGTACCC GNICAAGOGG GCGTTTCOCCT ACCAGGAGCT 480 
5 TATTGC033C AA0GACO33C GCGGGTACGC Q^AQCGO^G CTCGAGGTCT ACGAACTTGA 540 

CGGGCTCTAC CX5CG&03333 OGACOGGCGA C 571 

w (2) INFORMATION FOR SEQ ID NO: 1078: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 694 base pairs 
f5 (B) TYPE: nucleic acid 

(CJ STRANDEENESS : single 
(D) TOPOLOGY: linear 

2° (ii) MOLECULE TYPE: LTJA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1655RP 

25 



30 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1078: 

GATCCACrrr CCACTCTGAC ATCGGTCAAT CAACGCTGGG CACTCAGGTr CAGTIX7IGAA 60 

GCAA3TGCAG TCCCCGCAGT TACCCTTCAT TIMTTAGAG ACTTAGTGGT GTTATAAGTC 120 

AGTCCTATCG AACAGCTCTC GACAGTCATC GGAAACGAGA AGTTAGCCGC CCTTGAGACA 180 

CAATCT3TIA OCCGACTTPG ATTTACATGC GTTAOCCGCT ClGGGlCACG TG0033SAAG 240 

CACATGACAA AGGCCGAGAG CTAGITACGT GAGGCTCATT GGGGTATGCC GGAAACTCTA 300 

ATGACTAGAT CATCCGAGAA GCACCGGTAT ATAAGACGCA TCACGGT33T GCTOGAGAGA 360 

GTGTGTAAAA TGCCAATIGC TmXTACTG ATGCCAAATA CACTGGATAA GAGTTACGTA 420 

CAAAACGOCC CTTGGAGGGA CQ33GTGTTC CAAGGGAAAG TQoTCTTCGT CACTGG03GG 480 

GCCGGOACGA TCTGCAGGGT GCAGGOGGAG GCAATGGTGC TACTTGGTGC CAAGGCTGCG 540 

55 ATCATIGGGC GCAATGTGGA GAAGACTAAG AAGGCG3CAG CGGAGATOGC GGAGTTGGGC 600 



40 
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GCP33XTC ACTGCGTGCT CGGAATPQ3C Q3CGTGGACT TOCXXX^O^T 0OO33ftCATG 660 
5 AAAG3XGCG GTGGAACAGA 033TT3CCGC GTITT 694 

(2) INFORMATION FOR SEQ ID NO:1079: 

w (i) SEQUENCE aiARATTERISTICS : 

(A) LENGTH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIJ\IESS: single 
rs (D) TOPOLOGY: linear 

<ii) MDLBCUUE TYPE: Ef4A (genciaic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1655UP 



2S 



35 



40 



45 



SO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1079: 

GATCTCTCTG ACCGCCCOCA AAOXTGCTC CQCaCACATT GACACTOCTG TTACCACCCA 60 

TTATGTCGGC G3CXXJTTTCA TOOCA^ATGC CCIQ3332GT CGTCATdJIT TIGATCrXTTT 120 

CCCGTACTCT GGCACCGATC AAATACTODG TATTIG/tfTTG CATATTXTT TATTCTATAG 180 

TCTGCGTACA TAAGCCQ33C- TTTCAGtt333 CG33TAACGA TGACQCGTAA mmi ' mT 240 

TOGTGATATG TAAAAfiGAAA TGTGCAAACA TTTTTCATGA GATGAACGTT ATOCTGGCTT 300 

GTTTCICTCT TGAftGTCSGC AATCTCTAAC CTTTGAAGGT GATTAATAG3 CTGTTGCGTC 360 

GTGTTGGAAC ATTGACX3jAG CTTTGCTTGT TGTAAGCGAT TAATCTGTGT TGGGTdTTC 420 

ACTTTCTOGA WTIGGTAGCA GoTCTGACGG GTGTGGGAAG G33JTCQ&G ACTTGCAAAT 480 

ATAGXGCAA GACAACCTGC GAGATACAGG GGAGCTGCTG CAQCGAACSG GTa^AGTGCA 540 

GQCGGATCTT GAGGM7TAGC TGCTCTG3GA CG?GATG3D3 AAGGAAAGCC TGCGGATAGG 600 

OGTAGCAAGC iVDGSftGCCCA AGOGGGTGAA GGTGTTCATC CTGGAAGACA QCGAGTGGAG 660 



1325 



EP 0 866 129 A2 



10 



AGACACTGOG ACGOG 675 
(2) 1NK5RMATTON FOR SEQ ID NO:1080: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 705 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



1S <ii> MDLECULE TYPE: DMA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1656RP 

20 



(XX) SEQUENCE DESCRIPTION: SEQ ID ISO: 1080: 

GATCTAGCGA TCAATCGCAG CTAACAGATG CTCTGACATT ATOCATGAGC QCAATCATGA 60 

T3GACACATC GAAGCTCAAG CA2AAAGTAG AQ3ACTCGGA CATGCAAGCG TACGOCATCT 120 

GCAAAAGCGT GTTGACCAAT ATGAACGAGG ATGCCTACTA CAMCGCATC AAGOCAGCAA 180 

AGAATGACGT AGATGGCTTC TCACTCGATG AGATTCTTCG TAAGGACTAT AAAGAGTTGG 240 

TGTTCCCGAG 033CAGTQCA GATCTACGTG TTOXGTACC TACTCTCGTG UJC li nTCG 300 

AAT3GATGCG CGAGAAGTTC GOCGACAATG GGACTACGAA GCTCTG3ZAC AGTTTCCTTC 360 

TGGAGCATAA GTTAGATTTC CTCGT33TGC TCACAATTAA GAAGGCCAAC GAGGGTTTGA 420 

AACGGGAGTT GGCTATCATG GOCAACTCCT GCGAOCGTGC GCAGCAGGTC GAGITCTTGA 480 

TCCAAAGCCT CACCCCAGAG TTOCAGTTGA GCAAGAOCTC TGTCTTCTCC CC033CTCAC 540 

TCGTCATTGA GACGTOCGAC CAGAGAATGC TATCTOCCAG TOGCAAGCAA AIAGTAOCTC 600 

TOCTCAAGAG AAOCGTCGCC GAGTTATAGC ATGCTTATGT AACTAACCTT CCAGTTACCA 660 

TCTTCCCACA TCTCAGCG3C AATGTCGCGT TIGTGGTCTC CAACC 705 
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75 



25 



30 



35 



40 



(2) INFORMATION FOR SEQ ID NO: 1081: 

(i) SSCUEUCE CHARACTERISTICS: 

(A) LEM7TH: 670 base pairs 

(B) TYPE: nucleic acid 
<C> STRANDEENESS : single 
(D) TOPOLCGY: linear 

(iij MOLECULE TYPE: ET» (gerarric) 

(vi) ORIGINAL SOURCE: 

(A) ORGAN! 31: PAG1656UP 



20 

(Xi) SECUENCE DESCRIPTION: SEQ ID NO: 1081: 

GATCICTTCC TACCCTGTAT TTCTACTTAG C^3^AACCTA AATATGTCGA AATCATCGCT 60 

AGTAGGATGT TITTTCTACA ACACAGACAT TIACGCCAAC CAGAACGCTA ACGCATGCAG 120 

TATCTCQCQG AGTATCTGCC TAOGATO330 GTAATOCTAA TAGTGCTrTGC COGAGAGOCT 180 

CGTGAGGTIG AACTGGGAAA ATTGGGT333 CATAGGTTGA CTGTCACAGT AAA3T33AGCG 240 

GCCGAGGTGA TCGAATTGCC CTGIGAGGTT GATCCOCTAG CC0332CQCG TATEAGACAC 300 

TCCGAAGGTC CATTTCAGGT CCGOC7TGAAG C033TGAATG CGACTGAG33 CO333Q03CG 360 

GACTTCACTA TCCTGGCTOC AC^GGACGGG TC333XOGAA AAGACCT33C GCGTGCTGAA 420 

CIQ3XTCCG C03GGTCCGA CQ337TGCTC CTTAC033CG AACAT3CAGG CCCGK5AGCG 480 

45 CGATGCCCTC CGAGTTTTQ3 ACCCAGCTGA TCCACTACIG CCACrCCCAC AAGCCTCCGG 540 

ACC^GTCTGC GCOCCCACAG CAGIACCTGA CGAAATAIAA OGCXXTTGCTG CCTGCCGACG 600 

SO G3SAGCIGCT GGTO3332AC ACATICGTCA CCGTGQ30GA «37ICTQCT3 TCAGAGAAGC 660 
TOGCGATGAG 

65 (2) INFORMATION FOR SEQ ID NO: 1082: 



670 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 620 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIKESS : single 

(D) TOPOLOGY: linear 

<ii) MDLECULE TYPE: CNA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1657RP 



(xi) SEQUENCE DESCRIPnCN: SEQ ID NO:1082: 

GATCGATTTA GATTTGACCT TCAOSCACAC TAAGAGATQ3 ACTCCTTACA CTAAQ33TG3 60 

GCTGftCt3332 GGCGTIGAAC GTGTTTTGCT CGACQ3ACAG ACTGTCGTGT TAfiCXXXJTGA 120 

OCTAGTACCA TCTQCJOCTC TAGGTGAGGC CGTTGTACCT ACTTCAAACA ATrACACTTC 180 

GACTCCTCTA TTGAACG033 AOZOATTOCA CAOCTTTGTT OCAOCTTCTA GTTO337TAA 240 

CAAQCGGTTC TOCTTCTCCC QCGAG0333G AAACTCGTTT OCTTCACCTG GIGACCACGA 300 

GGAAGCTGTT ATCGACGA^C 03CTG3AACA AAGGTTGATG TCTTCAAGGC CACCAAAQ3A 360 

GCTGTCGCCC CCAAGTOCGC TGAGAGAGCT AGICCGTOCG CACAATCCAT TCAGAGGAAG 420 

GAATATCTTA TCTGTTAACC AATTCAAA03 TTOGGACTTC CACGCCTTGT TCQCTGTGGC 480 

CCAAGAGCTG OGTGCGGCTG TCGAGAGAGA Q3XGTTCTC GAATTGATGA AG33DCQ0CT 540 

CTIGACGACC ATATTCTATG AOCCATCAAC Q33CACATCC TCCTCTTTTA T03333CAAT 600 

GGAGCOXTC GGTG3TAGAA 620 
(2) INFORMATION FOR SEQ ID ND:1083: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 578 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1657UP 

(xi) SEQUENCE DESCRIPTION: SEQ UD NO: 1083: 

GATCAAGTOC TTCCAQ2CGA GOCAGTCTGG O^CCGCATAC CAGAAATOCA TTCGCO^ACC 60 

TAGCG3GATA TTCTOCGOGC TJEACTCGGT CCACGAAAAG QDCCAQC33T GTOXAACQC 120 

AAAOXTACC ATCTOCAAAC AGAGCOCCAC ATIU1UG.TAC ACGTAGCCCA TGTTCGICCC 180 

CSCX3ZAGTCC TCftATCAOGT TCAGGTAGTG GAGAAGCGIG ATKACCATAC CCTOCCAGTA 240 

GGATGCAAAA ATGATCAACT TAACACATAA GAATTTAG3C CATO3JTK7T ACTTGCQCAA 300 

CTCGITGIAC AAGCACTKXT AGAAGAGCOC CAAGTTATAG AGCGACCATG AOGO0CTO0C 360 

GTTGTATACA AGOC7TCAACC ACTTACATCC CAGATCCCAC TCCAACACCT GGAACGCAGA 420 

CATCCCCAAG CAGEACACCG QCTIGAACCA CACGTACTGT AGAATGOCCC GCTTCACAGC 480 

CAATAACQOC TlUU33ItX3G CCATATCGAC CAT3CX3CAAC ACECAAOGTC CCACAACGGG 540 

AATOCOTlti: TOGATCCTTT TCT3CTC0GG 03CAAG3T 578 

(2) INPCRMATICU FOR SEQ ID NO: 1084: 

(i) SEQUENCE CHARACTERISTICS: 
45 CA) LEN3IH: 693 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECTCESS : single 

(D) TOPOLOGY: linear 



25 



30 



35 
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(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1659RP 
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<x±) SEQUEICE DESCRIPTION: SEQ ID N0:1C84: 




5 


GATCAAAAGT TGATTAAACT AATAAAAGAA TTATTTTATG TATATTGATT GTATfiGTCAT 


60 




TTICAGACAA AAATCGTGGA AATTTTAGCG CCC^AACATA AAAGTCAGAC AXIAGAAACT 


120 


10 


GACAGATACT TTATTTACTG CATAATTACA CTAAAAACAA CIGTTCTCAA AAACTACGGA 


180 




TTATTGACCG CXXXXTCACT AAIAATGTAC TCCTICTATC GSmUITO Q3GTAGAAGC 


240 


IS 


ACGTAAAGAG ATCAGITTCA CITK3CAATT T33XACTIT TACCTTTCCA CTTAACGATC 


300 




ATTCTAGTGT A3TTIATCAC CAGGAAAGAA AAOGAGCCTA AAAACCTGAA 03CAOCCAGA 


360 


20 


CCAQZGACK3 ATCCCAAGAC AAAAAOCAAA TATTTGTTAT TAGAQGTTTC 1TCA<3JIGAG 


420 




rATATTTGGG TTATCATCAT GATCAAAATC AAATTO3AAA GCATCCATAA CATGACAATT 


480 


25 


CTAGIOCCXA CATCACGGTA GTGATCTGCT TCCTITTGGA TAG3ATCAAC TTITATrilT 


540 




AOCACITCAT C03ATTTIAG ACGflCCITCA TTTOCTOGTA TTTATTATCG ATGICCTGTG 


600 


30 


Q32ATTCAGT AOCCTCAACT ATriGmUL; CACQQ33CCC TOQ3TAA0CA TAQCTTCAGA 


660 




ei-l-lUJL'l'lU GACtXX-TOCG AAQCOXTTT TGT 


693 


35 


(2) IKFC^MATTCK FOR SEQ ID NO: 1085: 




40 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 




45 


(ii) MDIJEULE TYPE: ENA. (genartic) 




50 


(\n) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1659UP 




55 
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(Xi) SEQUENCE DESCRIPTION; SEQ ID NO: 1085 : 

GATCGAGTOG TOZACCAGGT AGTCCT33CC CG3CTTCACG TICGGCGGCG TCGAGAAGTA 60 

GACCCGGTAC TOCTTOCftOS CCTTCTTCAC CTCC1UGTAG CTOCCCGTCA GOXCACGAT 120 

GIUGGOGTGG AACTTXJ3CCA GGTACTCCTT (TAaCACCGCC OGCX333TCCC G30CAO33TC 180 

GCAOGTTCACG AAGAICGOCT GCACGTCGAT G3CCCGTTGT TTCfiGTCCQC GTA30CACGC 240 

,5 CGCCAGCTTC TCCAGCTCCG CAGGGCAGAT GTXG33CAG TOCGTGAAAC CGAMSEACAC 300 

CAGCGAGAAC CX3CCCGAGAA QL,T1LT1L'1C CGTGAACTCG TIGCCGTIGA AGTCCACCAG 360 

20 CK3GAACOX OCGCCCACCG CC03CCGCCC GEVOOCCCGG TTCQXTCOG OTCCCGCIG 420 

OVXTCCAGC CQ2CGCTTCT CXXQ3TAAAA CACGTftGAAC AGCCCOCCGC CGAGCACAGC 480 

2S AGCACCGCCG O030CTICCA QGTCX?rGAAC TOGATCGCCC C30CCTCGAC CGCIX3CGAGT 540 

GCGTTICCTG CGCCCCCAGC G33ATCC03C TCAACQ3CCG CCGCTIGCCC GGCQCCTCTG 600 

30 GCCCGCCGOC QCCTCCTGCG TCaXAGCCG IGTIUGCGAG AACTOCCGCA CCCCGCCAAA 660 

CG^TGCTCTC T3XTK3CAA 1TCCCG2AGC TIT0CCTGCAA ACACCGAGTC CEACTGATCA 720 
35 TCTCTG 

(2) INFORMATION FOR SEQ 3D NO; 1086: 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1660RP 



726 



ss 
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(xi) SEQUENCE DESCRIPTION: SB3 ID NO: 1086: 






s 


GATCAATT03 ATOCCAftDCA AGATCArtSAC CATCTG33TG 


AGTTAOCAGT 


OZACK7KXG 


60 




GATACATQ3T CTGAGACQGA TAOGAATCTA ATTTTGAAAT 


TATTQ3GCAA 


GTTCAAGAAT 


120 


1 10 


ATCAAAQCTA TTTACAAATC CGAAGAIGTC OGCCAAAGGT 


TGATGGAATT 


ATT333TAGT 


180 




OGAACGCIQ3 AAGTGCAGAA ACTGGCOCTA GftTOCGTICT 


TTOCATACAA 


OGATCCAGTA 


240 


15 


QCTGTGAAAT ATAG03ACAA TCTGAAGAAC TTATTAGATG 


ACAOGTTATT 


CAAOGACGAA 


300 




GTAACAAAGT TAlTTCXTCA GAATGAGTCA AGOGTTATTG 


TCAflCACIGA 


TGAAAGATTA 


360 


20 


TXAMuOX.'j- TCATTTTGOG TATTTTATTT oaCJULJimTL' 


AGACACCTAA 


TAOCAGTGGG 


420 




ATCAAAA^GA CAAGAAAAAC TQCQ3TCATA ACTCTCCTOC 


CAAATTTAOG 


TGAGAAGAAT 


480 


2S 


ATTACT3ACT TCTTCOCTCT G03TAGTAAT GGTATCAACT 


AOCAGTACTT 


CTTTGAAGAG 


540 




AAIXjju^rrA '1' itT TTtATT^ TVWrTTAT'A rrT^ r razia r pr 


M 1 ! 'ATTV'^ AT* 

1 i-AlJL*¥jAAT 


U.T1UJLT1L 1 


600 


30 


ATAAA'll/lCC ■lA/tfJITJCCTTT GTIGAATGTT TTAGGTTCCA 


ATTICCCGGA 


G3DGGTCAAG 


660 




ACAACTATTA AACCTCTCGT TTACGCAA3T CACATCTCAG 


GTCGTACT3G 


ACAGAATAAA 


720 




(2) IM 1 *^^^!^ FOR SEQ ID N0:1087: 








40 


(i) SH7JENZE CHARACTERISTICS: 








(A) LENGTH: 651 base pairs 










<B) TYPE: nucleic acid 










<C) STRANDEENESS : single 








i 45 


(D) TOPOLOGY: linear 










<ii) MOLECULE TYPE: ENA (gencmic) 








50 


(vi) ORIGINAL SOURCE: 










(A) ORGANISM: PAG1660UP 








SS 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1087: 

CATCTTATAG ATTTTCATCC CCAAGCTEAC /W^Wffi ITATCCACCT GTTITAGCCA 60 

G3CTTGGATG TATTTTTCAA TOJTTDXAT GTTCTCCTGG CCCAAGTTCT TGAACAAGTT 120 

AGITAGTA3r AGACTAGCCA TCTTCCTGCA TITAGGAGAG TOGTCATTTA CTGATAOGTT 180 

TGCTAGGAAC ACGAAGAATG ^OGATGAAAG TTICATTAGT AAAG033GCC CAGATITGTT 240 

GATCAGAaOS TTAAGCAATT CCATAACAGA TOffiOT TCTTGAGATC GATACIGCAA 300 

ATIGTTGACT AAAAATTICA ATTurriTlC CAGCCTGCCT TIACTITGAT CA1A3TCCAT 360 

GAAGAACIQ3 TAATACACAC TCCICQCAAC ATCCCTGATT TOCTTAGCAT C2VrTCGTGAC 420 

CATCACTTCT QCAACGTTAT CAATAATATC GTACAGCTTC aZAAGAACAA T KlUmU GA 480 

AACCAAGGAT TICAAAAATC CAAAAGCCAG ACCTP3CTEA TK33XTCCA TCAAATCTGG 540 

TICAATCCGA CCCAAAACAT ATICGAGCGC AGAATCCT7T AATTCAATGT CTTEM3G03 600 

CATAAGCGCA GATAAAAACT TCAGACCGAC TTGACAAAGT TCACCAGAAG T 651 
(2) INFOKMATICN PGR SEQ ID NO: 1088: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 96 kase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPQD0GY: linear 

(ii) iOLBCULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1663RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:1088: 
55 GATCGCGGTT TCATCTCCCC ATACTTCATC ACCGATGCGA AGGCCAACAA GGTGGAATTC 60 
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GAGAA3X3VT TCTTTCXTIMT GTOGGAGAAG A^ATC 96 

5 {21 INFORMATION FOR SEQ ID NO: 1089: 

<i) SEQUENCE Q1APACTERISTICS: 

(A) LfMTra: 583 base pairs 
w (B) TYPE: raicleic acid 

(C) SraANDEXNESS: single 

(D) TOPOLOGY: linear 

IS (ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1664RP 

20 



25 



30 



35 



40 



45 



SO 



ss 



(xi) SEQUENCE DESCRIPTION: SEQ ED NO: 1089: 

GATCCTAGQG TGGTTCATGG CACTGAGOGG GACGTGTTCT TGGACCGGTC GAACCGCAGC 60 

AAGAGTCTGA AGTOCTTGAA OXGTCTCTG GAGCX3GCTGA AGCGCAATOG QOACr3CGGCG 120 

T33ATTTTOC GCGGTOGTAC ACAAD3GAGA TOCftGCTGCT GOCATTCAAG 180 

ASG3333D3T TCO^CTGGC GCAACAGGCG OGATTC033 TGATT0033T TGTGATGTGC 240 

AACACGAGCA OGSTGTTCAA COCGOGGCTG GGCATCTTlA ACCQCGGCAC GATCACGOCG 300 

AAAGTOCTGG AGCOGATCGA CACGQCTAAC ATT^CCAAGG ATGACGTGGA CAAGCTTGTG 360 

ACX^GAOGTGC AGGCCAAAAT GCAT3CGGAG TT03AGGCGC TTGGCTACGC GCCTGCGATC 420 

GTGGACAOGA OCCTACCOGA iG?V33CGCTG CGGCOGGAGT TTGTGGACTG CAAOGAAGAC 480 

ATCACGGW33 TAACGCGCCT CTCGAAGTAA CCITGGTTGG TATCATATAA AOGTTGCGAC 540 

G?GTTATGTA CATAIAGCGC TGCTAAGTAG GCATTCAGTC CCC 583 

(2) INFORMATION FOR SEQ ID NO:1090: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 598 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
5 (D) TOPOLOGY: linear 

<ii) M3LECULE TYPE: DMA (genomic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1664UP 



IS 



so 



25 



30 



35 



40 



45 



(y±) SB0JENCE DESO^PTTON: SEQ 3D NO: 1090: 

GATCCGACTG ACOGTGAATA GGOCACCGTA GCATGCGCCG CTGAGCGCGC TGGOGAACGA 60 

TAGCAGCGGT CCTTCQ3AGG CTCTGGTGOC CAAGACAACG ATCCACTGGC CCACCACGCC 120 

CJCTAGGAGG ACTGCCCACT GGACTGACAT CGTCGACACA COGTTGTGGA TGCAGAGGTC 180 

AATTATCAAG OCCGACAGGA AGOGCGAGCA CGTCGAGGCA ATCGGAAATT CTGGCAGCAC 240 

CGACGCCTGG CCCAACAGGC TCGACAGCGA GCCCATGTTG GTGAGGAACA TCTCCATCGG 300 

GCCCSiSCGAC AATAGCAACA O^GGGCCAT GAAGTACGCC QCTOBmUil* GGAAGAAGTT 360 

GOGGAGCCGG CGGCGGATGT CCTGCGGCAG CA3CGGCTCG GTGGGGCTCT GCATGCCCGC 420 

GAAOGTCAGT GTTGOGGCCT TGACCTTGAG CATAGTGAOG ATGCTCGTCG CAAACCACAT 480 

GCAGAAGCTG ATCAGCGTAT ATGCGACAGC TAGAGTCCTG AATACACGAG AAAGGTCAAG 540 

GTACGGCAGG CCATTTCCAA AACCATGGTA TCTTCAGCAG CTGOGflCCTA GCACAGAC 598 
(2) INFCRMATTON FOR SEQ ID NO: 1091: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 
so (B) TYPE: nucleic acid 

<C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

55 (ii) K3LECULE TYPE: ENA (genonic) 
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<vi) ORIGINAL SOURCE: 

(A) ORGAMTSM: PAG1666R? 



(XI) SENTENCE DESCRIPTION: SEQ ID NO: 1091: 

GATCCTTGCG TACTAAGAGT TACACTTTAA TTAAIAATAT TATTTGTAGA AGATAGAAAC 60 

CATACTCACT CACGTOGTAT TTAACCCATC TCACGTAACC TTTIAATTGA CGAACAGTCA 120 

AACCCTACTT AGCTGTTACA ACCAAGAGGA TAGGTIGAGT C33ACATCGAG GTGGCAAACA 180 

TAACTTACAA TAGCTACTCT ATCGTTATAT TACCCIGTK: AATITTGTTA TCATAATAAC 240 

A1TTAATTAT TATTICAATA ATICTCATTA TTGTTCAGAC TA3TICAITA TGTATTATTT 300 

ATTAATTAAT ACATA1TGGG CITICGTGGA TATAATTATT GTTAATCCTA CTCAIATATC 360 

TAGTOGTTGA ACGFICTTAT AACTTTATAA AAAGGATTGT TATAAGCTTC GCTGCAGATT 420 

GTCCTTTATT ATEATAAAAT AATATTAGGA GTTCTTTOCA ATTAAOCCAA TITACTCAAT 480 

ATATTTAAAT ATTGATAATT AAATITCACA ATTEAAT3jG ACTATTAATT AATCCCraGC 540 

GTAACTTTTA TTCGTTATCA AATftCCATEA CAAIATGTAT ATnTIUTK: ATTATGCCAA 600 

ACTTACGTEA TlUl'WJUftCT TGTftGCTEATT ACAATTATAG CACAGTTATA CCKTEATATT 660 

TATTTAATAT ATIATCCCTA TATTATGTTT TATIAACATA TAAAACTGTA CAT 713 
<2) INRPMATICN FOR SEQ ID NO: 1092: 

(i) SECUETCE CHARACTERISTICS: 

(A) LENGTH: 677 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDETNESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANIC: PAG1666UP 
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(xi) SEQUENCE DESCRIPTICN: SEQ ED M>.1092: 

GATCCTTATA AAATQ332AA TW^ACGTCTT ATAATATAAT A3ACAAAATT ATAAATAAAT 60 

ATITAATAAA ATATAAAATT AATAATTAAA GTATTAIAAT AATTAATAAA AITATTTATr 120 

AATAAGTATC GATTTITAAC TGAAATTTGT TAAAATGAAA TAAGAATTGC TAGTAATCTA 180 

TTAATAAGAA AGTAATOGTG AATACTCTAA ClGTTTCQCA CTAATCACTC* ATCACGCGTT 240 

GAAACATATA ATTAAATAAA GAATA3TAAT TAATFTATTA A3TA3TAA1T A3TATTAATA 300 

TIMTTAAIA AATATAA1AA ATA1TTTAAT TTAAATTATC AATTAATOCG APGTIGAAAT 360 

?C?GmCK3 T7033GAACC TOCA3rK333C TTATAAATAT CTTTAATATT CCATITTTAT 420 

AAAATAAATA TATTITTTAA TATATITTAT AATA2CTAIA ATIAAATAGT TAAAATTEAA 480 

ATTATAATTT AATAATTTAA TAACTTATIA ATZAGPGAGT TR033TACAT CCCOXTAAT 540 

OCTATOCATT ATGGTTO7TA (XfiCTCTAAT TAATAAACTA TAATAAATAA ATACTAATAT 600 

TTTATATCAA TIAAATTATA AOTATiTi'IT ATTAATATTT TAATATEA3T TAAIGAAATA 660 

TATAAATAAA GTATTAT 677 
(2) rPJTCPMATICN H» SEQ ID NO: 1093: 



li} SEC*JENZE CHARACTERISTICS: 
40 (A) LENGTH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY : linear 



<ii) 20LEEULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1667RP 



55 



1337 



70 



EP 0 866 129 A2 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1093: 

GATCCATCGT QOnXJIXXnTC ATTACCIX7T7V ATTCCArTGA TATZCTOXT ATOCACTSCT 60 

GGAAACOCTC CTCCAGCGCC TCTAT1T1L.T TATTCAGC*IC CAAGTACTCC GCGAGCTTAA 120 

AGG1CAACGA GAGOGACCCT Q3ATTQCACC TTy£Q3CGAT CTCAAGGACC TTCT03TCCT 180 

CGTICTCGTC CACAAACATC GCCTAGTTCT ACCATATCTC CGGCGCAAAG CACATGTGCT 240 

75 GCACAGCCTG G33GTGCACG TATTCCACGC G^raSOGCAG C7^CGACTTCG Q3CAG3TCGA 300 

GCTTGTTGTC CA3ZTCCCAC TOSftTOCfiCT TO3TCCAGAT CP3ZAOC7IX33 TACTGATCGT 360 

20 ACTGACCGGG CGCAGGCAGG TICHTIGTC TG3CCTGSTT TAQLTIUGIU G3C^3CGAQC 420 

GCCGCAQ3CC CITCGTCAGG TTOSACCACT CCTO^EACAG CGAGCQ33CA TTCATGTAGC 480 

25 TCGCCGAGAG CTCTCCGATC AACTTOD3CG COGICAACTG GTIGACCTOC TGCTOCCACT 540 

OXOCTATTr CTCCCAGTAC CGCTCCAGCG ACTCCACIGG C3*3SCACAQC AAO30GCTIG 600 

TACAGCTTGC GCAGAATCTC GACCCQ3STC TOCTCCICCC ACTTOCTCAC CG3CTTCCAC 660 

T3STCCAGAA ACTGCAGGTA GTCTTOCCAG AACTOCAIti; ACOGCQS 707 
<2) IMTORMATION FOR SEQ ID NO: 1094: 

(i) SEQUENCE CHAR/CTCRISTICS: 

(A) LOGIN: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



30 



35 



40 



45 



SO 



(ii) MOLECULE TYPE: DNA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAS 16 6 TUP 



55 (xi) SEOUEM^E DESCRIPTION: SEQ ID NO: 1094 : 
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GATCTAAOGG AT33GTCACT GCTO0337K5 CTCACAGCAG TO3CaCGTAG CT7CTAATOG 60 

TGCGAAATCG ATCAAAGACG GIGOGTCTGG CGGTACAGGC AGAAAGCACG CCOGCCGATA 120 

CA^GITOZAG TTCTACAAGT ACCTGC/CTT CCAGOGTACG POJTPCCMX2 TGOIGACTIC 180 

C033XGTAT CTGATAGAGC GGTACG333A GCGCAAGGCG GCGACGATCA GGTCGTTIGT 240 

CAAGIGCATC CATCGGAAAA TCAACGAGGA TGTGACACGG ATCAGCGACG ACCGGGTGAC 300 

,5 GCAC33GGTG TO^AAGTSGG AGAAGTCGAA aTIUTTCCTG CTGCTGGTGA CGCIGTOGCA 360 

GCGGGGGGGG CCGGAGTACT OXTO3ACAA GACGAACGGG TSO^AGAGCC GCGCGGGCGG 420 

20 AGACGGCGCG CGGAAGAGCG ACGAGGTGGA GGAGGGCGGG AGCCGXQ3G GCCAGAGGCT 480 

C0TX.1OCACA CTGGTGGAGC AGATCATCCG OGAGAACATC A0GGAO3ACT AGGAOSAGAG 540 

25 CGTOCACGAC GAGAACTACG TCITCTCGIC GA3MQ33CG AACTTCATOG AG33GTIGAT 600 

AAACCACTAC CTAGAGAAGG TCATCATACC CAAGTCCGAG CTGAAGGTGT GCCAGCAGCT 660 

- 30 GTACCAAGCC GATGATGAAG ATCATXTTCAC TCTAIAACGA ATACAAGGAG CTCATO^CA 720 



AGA 



35 (2) INFORMATION FOR SEQ ID NO: 1095: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 722 base pairs 
40 (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linsar 



45 



55 



(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1669RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1095: 



723 
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GATCAACAGC ACCICOOCT GCGACAGGTC GAACTCATCG TAAAAAGGCA OCGACGCGAT 60 

ACCCIOGTGG G3333A.TGCA OVXGQCATC CAGCAT3ACC GK.TB3CCCT TATACT3CAA 120 

TATAKJ3CAT CW33CTOCAA CCICATIXXT GOCCCCAAGC OZGAAGAATC GGAACGAATT 180 

CGTATCTAAC TTCTCCTOCG TCATCCOCAA TTIGTITATG TCP3CCTOCT G33AGCJTGCT 240 

GIGCTCTCTA CCTAATOCCT GCGACACTOG CTACTCAGAC AATTCCACGT AGCTGCTGCT 300 

f5 GCAACTTTCT T3CAQCTATG GAAATACCGT GjTKXIJEAG ATTTGATTCT GT32AGATGA 360 

ACGATCAAAC G33AACACTC GTIATOG&7IG ATGZGIGTrG TTAGTACCCA ATCACCCGCA 420 

20 GAGACAAGTG CCACTATTAA TKTIAGTACT TACAG3AACA CCGATCGZAA GAACTCTTAA 480 

033CTCCGTT TACCAACGAT CAACACITIT CTCCTCGAAC GTIATGCTGT GCGGOCGTOG 540 

25 CGATB3CGAA TGATIGTTGA ATTGAACCAG AGAGCQ3AAA ATTITCGTTC TCACGTGACC 600 

GTATCTTACA TAAOnACTC AACtATAlGA AATACCGACG TIQCTCGAGG AcXGCTAGCG 660 

CAGTGTCTCA AOCAGTGATC ATGAGATTGA GTKJTTCTCA TGTGTACATT GAGAGTACTG 720 

GG 722 
(2) INFORMATION FOR SFQ ID NO: 1096: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEE3NESS : Single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 
^ (A) ORGANISM: PAG1669UP 

ss (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1096 : 
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GATCAACAAG TXXAACAGCA AGGTtXAGTT GC3CCATGTG CCCICGGGGA TCGTCAXIUA 60 

5 GTGOCAGGCA ACCCGCAGCC GCGAACAGAA CXGCAAGCTG OCCCGCGAGA AGCTAGCCGC 120 

CO0GCTO3O3 C/OXOCCCG GITtfXXECAG 03AACQCGAG CIX330OTKX: GCACGTGGGC 180 

JO G033CAO33T AAQCACGCGC AQ333CGCAA GAGCCQCGAG AAACACGACC GCGCCCQCQC 240 

CGAACGCGAG GAGCTCOCOC GCGCOCQCGA OTGGAGGAC (XXXiAACTTC TQCGTCAGCT 300 

'5 O^ICG33AAG CXQCCCGOCA CCTCCTfiGTC OCCOXX3333 CCGC333333 ACOCAGGOGC 360 

GIUnTlTO OZAATTO2AA ATAGACACCC TAGTCQCCTC G&33XAGAG 420 

CAGGCAGCTA GCACACCACC GICCACGCGC AODSmTC CTG333AGTC GTGCCOCAGT 480 

CX3XT3X-IC TGGTGTGCAC ATOCD3ZTCC G3CGTGGCAC CGCAGTGCAG AGCTACCTAC 540 

<7T703Trnx: agxttcoca gtacoxtga TAcroxTcr g^toaaacit CCCGACAAGA 600 

GTAAAATCTC ACCAAAGAAC AAAAAGATAT GTTAGTGAGG ATATCTCACA TIL' HJ ITACT 660 

GSAAGLACAC AAAGT 675 
(2) INFCKMATICN FOR SEQ ID NO: 1097: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 697 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEENESS: single 

(D) TOPOLOGY: linear 

(ii) M3LBCULE TYPE: EMA (gencmic) 

<Vi} ORIGINAL SOURCE: 

(A) ORGANISM: PAG1670RP 



(xi) DESCRIPTION: SEQ ID NO: 1097: 

55 GATCCGGCAA GATCGTCGTT CAGTTGACCG GCAGATTGAA CAAGTOCQGT CnCATCTCTC 60 



NSOOCID- <EP 086612SA2_I_: 
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• 




CAAGATTCAA CGTCAAGATC AACGAOTTCG AGAAGTOGAC TGCCAAOCTA TIGOCAGCCA 


120 




5 


GACAGTTCGG CTACGTCATC TTGACCACCT COSOCGaCAT TATGGACCAC GAGGAGGCCC 
ACAGAAAGCA CGTT3CTG3T AAGATTTTOS GTTTTGTCTA CTAAGCOQCT QCTATATAGC 


180 
240 




to 


GTATCTAGCT CTAATGTACG ATACTCAGTC TCTATTACGA CGGOCGCGAG CTCCACQCGC 
CACATACGAG GOCAGCCGOC GACGGCAAOT Q3SAATTCAG ATtXGTTAAT TAGCAGTAGA 


300 
360 




75 


TTAGTAGTAT ATATGTACAA ACAGCAIACA CATGAACOQC GTCJ33CGATC ATAATCTTCT 
AGL'JCi'lClA CCAOX.TICT TTCK2JI3GA GTCG3AT333 ATAGGAGTGA OGTCCTCGAT 


420 
480 




20 


AC03CCGATT CTCAAQCCGG ATCTGGCCAA AGCTCICAAA GCAGCCIGAC CAGCIGGACC 
T0333TCTTG GK7TT33TAC CACCGGTAGC TCT3ATCTIG ACGTOCACAG CAGTGATOX 


540 
600 




2S 


GACCTCCTTA CACTTGGCAG CGACGTCCTC AGCAGCCAAC ATGGCAGCGT ATOGAGAGGA 
CTCGTCTC1U 'iUJLJU_TlGA ACTTCATACC ACCGGTA 


660 
697 




30 


(2) INFORMATION FOR SBQ ID 10:1098: 

{i} SCIENCE CHARACTERISTICS: 

(A) LEM3TH: 713 base pairs 






3S 


(B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 






40 


(ii) KDLECULE TYPE: ENA (gencmic) 
(vi) ORIGINAL SOURCE: 






| 45 


(A) ORGANISM: PAG1670UP 






SO 


<Xi> SEQUENCE DESCRIPTION: SEQ ID NO: 1098: 
GATCTATTTG T30CGTCOX CATTAAGCAA OCGGCAAGCA TCGATCCAAA TCATGAGAGT 


60 




ss 


ACCCTCG33C TTTCACITIL CAAA.CT.TiA 1UAACAAA1C TOJIACACGA TACATCCATC 
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Q03ACAGCAC ATATACQM3A ACa33AAAOC C&CAPCATG GCKttGACT CTOCTflajTA 180 

ATCTGAGTK: GACCATATCC ACTTO3TTAA TO?IGATAGT TGATAAAAAG AAA03AIACT 240 

GAAAATTTTA ATQJITACXZA ATCTCA'ICIC ATCGXATAC TGAAAGAATA TTGTAGJKT 300 

70 CGCAGTO3AA CAAOoATCAA G0CCAG3^TA AGACAAOMT QGTTCCAQCG Gtt332AGTAC 360 

AGGAACEACC CCCAGATGAA GAAGAACTOG CCTTO3CTAA GCTAGTGTTT CXXGACACAG 420 

75 C^GACITOCA TCAAG33CTG 03AAATOCAG AOTITAATTA TXJITTCTTCA GATGAAGACG 480 

TATATGGCCA GGAGTCGTCC AGIGATGACG AAGAAG33AC TGAAATH33T CACCTCAATC 540 

20 ATGACCAATT GrnTTlGTC GAOGAAGGTG CAGATACCGA GGGAAGAGCA GATGGAGAAC 600 

COGA03CCAT a^O^TOSftC C2G3TIAQCG AGGAAAG32A CTOD33AGAG GAAAQCG3TA 660 

25 GCAQ3XTOC ATGGTCAGAT TC33ATGACG AACACTTAAA CtTITACAATA G3G 713 

(2) 1NFCRMATICN PGR SEQ ID NO: 1099: 

30 <i> SBJJENCE CHAFACTTEPI£7ITCS : 

(A) LENGTH: 743 base pairs 

(B) TYPE: nucleic acid 
(C> ST*RANDED>5ESS: single 

35 {D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: TKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1671RP 

45 

(xi) SB^JEKCE DESCRIPTION: SEQ ID NO: 1099: 
SQ GATtlXTTTC AAACCATCCT GTAACTACGC TGAACCACAC TTEACAAGAC AAC03CATAT 60 

CGACAATCAC AAGACTTOCT CGAGACATQC CCQCCACCAA TCTTCATCGT GIACTGACCG 120 
ACTATAATCC AAGTGQCCAT T1GAATTCGC AGCATGATQC CACQL'l 'n CC AAOCTGAGCT 180 
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CGAAAACTGG ACATGTACAT CCQCCTTCCA ATKXTCTTG GAGTTTTAAT GGAC^CACAAA 240 

AAAGGGCTAG CAJCCCAAAT ATCTTAGGCT CTGCTCCACT TCAAGAACTC 300 

CACS^AACCG TTTAACACAT GGTACATO3A TCCA.TCAGAA OCCGCGGTIA GAATTAAAOG 360 

70 GTGATCAGTC TTTACTCTTT G3337TAATA CAGGGCAGOC ATCGGGTAAC TICGCGGGTG 420 

ITICACCGGC CGAAAACIXX CGAAGGAGCA ATICGCATGA TCAGAGCCAA TATAGATTAC 480 

75 ATICCAACGC TTTCCATTCG ACTGCCCCTC OW^CGAACC TTCIAAGAAC XJmjTCCPG 540 

ctacaactgt tgcacctgcg agcgttgttg giacaaacac AAGGAACACA CAACGTGGAC 600 

20 CCACG3GAGA TGTCTCCCAA GAATCAGTCG AACAGCCGCA ATCAGC1TOG CGOGCATCCG 660 

ATGAATCTAG CGCAAGAATr ATGTCGCCTA GTCATCATAC GGAGCCAGTA CTCnXTGTTF 720 

25 CGACAATCTC TTCTAACACA CUT 743 

(2) INTCRMATICK FCR SEQ 3D NO: 1100: 



30 



35 



40 



45 



50 



55 



<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 661 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1671UP 



(XL) SEOUEM3E DESCRIPTION: SEQ ID NO: 1100: 

GATCAGGGAT GCGGAGGACA TTCCGCGACG TTATCGGCGA CCACGACCTA OGCGTCTGGA 60 

ACTATGTCAA GTACGGCAAG AAAGCTATTA AGGCCTTCGG CTTCTCGCCA GACGCATATA 120 

TTCAACAGAT CATCCAGCTA GCCATCTACA AGTATGTGGG CAGACAATTC CCAACCTACG 180 
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P&GCTG33TC GAOCAGAAAG TIX7TTCAAG3 GTXGACCGA AGCG33CCGC G3CGTTTCTC 240 

CG3CCTCCGC CAAGTnOTG AAGACTK33C AGTCGCCGGA AGCATCTCCA AGTGAGAAGA 300 

TTOCTGCTCT ACGTGAGTCT GCTMGftAlX ATTOSTO3CT GCTAAAGAIG C033D33ACG 360 

GCCA03GIGT TOOTGCCAC TICTTCQGTA TGAAGAACAT GTTCCGTGAT CO03AGGAGC 420 

ATCCT3CACT CTTCCGCGAC CCGCTGTTCC ACOiCTCCTG CACGTOGIAT GTCTCTACCA 480 

15 GTCtOCVKTC 1TCQ3AGTAC TTCGAG3SAT A0337IGGTC GCAGGTGAAC GAAAATG3CT 540 

TK3GTCTO3C GTACATGATC AACAATGACT GGTIACACAT CAACATK7TT AC^IAAGCCTA 600 

20 AGAAGTOGGG CTATAGTGTG CACGAGCTTT CACTACTACT TGACCGAAGC AOCAAACEAG 660 

A 661 

25 (2) INFORMATION FOR SEQ ID NO: 1101: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LHJGIH: 623 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDFXNESS: single 

(D) TOPOLOGY: linear 



35 



40 



45 



50 



(ii) MXFJCULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1672RP 



<xi) SEQUENCE DESCRIPnON: SEQ ID NO: 1101: 

GATCGTGTAT TIGTCA33CC CATCCAAGCC CTCCCCCGCA CCCAAACCCA CLATGATGGG 60 

OAAGAAGTGC TCCAACGTCG GAT33GCAGC CTGCAACAGT TCTCGTCCCT CCOCGCTCGA 120 

GAAGAGACGA AGTAGTCTOC CGAATTTACA GGCGTTGGGC GOCXJTGGTTA GCACGACGTT 180 

55 CGACAGTGCC CAGTGAAAOG CAGATGAQCG CGAGTGGCTT TTTOCGATGG CAGATCCOCA 240 
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GAAGAGATCT CTCAOGTTGT GCACACCCAT Q1T2AGACGTT ATTATCAACC CGCCGAOGTC 300 

s GCOJTACCTG GftCMJSOT QCCOG&XQC ATACTO3TCC CX3CAGGTCGT 'I'lOXULtSX* 360 

CA<7TCATATT 7Q3AOCA033 GIACCGG3AC ATCCCAATCG TCATCCACGC ACTTCGAAGC 420 

ro OoAGAACQCA AcTiTIAGGG Q3ACOCAAM: OCCA.T03TCT AFGOCGCGTr CIGTGAGCAC 480 

A033CATAGC GGGCPGCGTA TvTTGGTTGAT GGTGTCCGCG ATCTO37IAA CTAAAQCCAT 540 

J5 QCTTGATTTG CTAT3GAACT CCTOCTCGIA CAVC033CTTC G2*3AACCCAT AAAAATCGTA 600 

TATCAATTCG TK7KXAACG OCT 623 



20 



25 



30 



35 



40 



45 



SO 



(2) INFORMATION FOR SEQ ID NO: 1102: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 694 base pairs 

(B) TYPE: nucleic add 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ONA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1672UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1102: 

GATCCCAGAT TAGATATEAC TIAAACGITC CACAXTTTT TGATGGCCTA GTICTGCTGC 60 

AOGTCTATAA TG3TCCATCG CCCTGTGCAT (7TCGGGATGA CAGCCGACCG CGTGCTCCGT 120 

ATAGAftXCC A^OXATACT CCOLTITUUG TAGO03GCCT TCQGAAGCAA TGGATGCTTT 180 

ATACGCCCAT TTGTAAGATT CIX^AAGCGTT GGGTTCCAGC ACOOCCTTGA. CACCAC7TTAG 240 

GTACCAACCA CTCAAAGCGA GCATAGCCAT 03CATTTCCC TTTGGTQCTG CGTTTGCAGC 300 



55 
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CTTCAAGTAC CACACGAT33 ATTTCICAGO C<7IATA03GC AAGIGTAATT CAGCGrEACTC 360 

GTAOCAOK7T CCCAGCTTCC ACTCAGCAAG OTGATAATTA AATTTAATO3 CACATCIGAT 420 

GTAAAGGICT AGAOCCnTA TGGAACGTOC TOCAACTT3A CAGCCTGCTG 480 

CACCTGTGGA TGCAAACAAT CAAATICATA GATCTTTOCG AGTICGTAIA AGCCCTGGGG 540 

AGAGACGG1C TIGICGIGTG CACCAGCCCG CTXGAACCAT CGEATAGCAG AAATCACAIC 600 

CIG1TCAACA AIAATTICAC CTGTCTICATC AJCCACCAGG CCATTCAGTT 033AACATAC 660 

CCAACTTMA CATO^TACIG CTCTCTCCGG AAGA 694 
(2) INP3FMATICN FOR SEQ ID NO: 1103: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3IH: 674 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLCGY: linear 

(ii> MOLECULE TYPE: EMA (gencroic) 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1673RP 



40 (xi) SECUE*tE DESCRIPTION: SEQ TD NO: 1103: 

GATCCCAGCT CTIACGCTCG CTCAATICAA AACCTTTTCT ACACTAGCTT TCTTATCAAG 60 

45 GAAGGACGGC TAGICCTAGA AGATCACGAT GAGOGCITCC 033CCATCCG ACCCAAGGAA 120 

(XCCTCCCGC AG^AICCCGC CGAAAAGGAA CICGAACGCC AGCGACGGAA TGACO0CO3C 180 

SO CAGAACCATA TCAPCTTCCA AATOGACA1G GCCACGTIGGA G3AAGCTTAT AGACAAGTTC 240 

CACATCACAG AGTCATTTTT ACD3TGATCA TGTATAAATA GCCCCCATCT ACGTATCACC 300 

55 CGCTGGCCGG COXTCACCC AACCAGGCAC TGCTAGCAGC TCATCTATCG CCCACTTCGC 360 
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QCOXAAOGT CTCTCGTCAG GCCXjTCTOCC TOGTAGflGCT CGATOCC00C 420 

s CCAOXGATC ATCACCGCAT TCTCTOTACA TAGAK7TG3A GAAAGGAGTC 480 

G^ACOJICTC AATAGTTCAG TCTCGAGTCT GGCACQCAQ3 CGCtXTTTTOG CGCATAOJX 540 

Q0O33AACAC ACAAACK7IG OCACAIO^C AACCTTAICA GCAXTTCAO: CGCAGCACCA 600 

GGTTAAICTT GGTAATCAAA TG3T03AAAT ATQ3CCICCT GAATCTCAAW TGCTGCTACC 660 

r5 C0337ITCCG CCIC 674 

(2) INFtFMATICN KR SEQ ID NO: 1104: 
20 (i) SEQUENCE CHARACTEinSTICS: 

(A) LENGTH; 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
25 (D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (genomic} 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1673UP 



35 



40 



45 



SO 



ss 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1104: 

GATOOCTPCTA CCGACGTACT O^ATOCCIUr CTTX3JKTTA AC7ITAAAAAC CACAGCACCC 60 

AATO3TTTAC ACOdZAATCT TAGACCACGA GCTAGTOCTT GCGftOCCCCT C7K3JTTCAAA 120 

TO3CAGCACT GriUlTlGGT TCT3AACCTC GCGGRCTCAG GAAACQ333C GGAAGATCTA 180 

TITTOCACCT ATICGCAACC GTTTAGATAT TCAAAGCAGG GCAACACTAG TAAAACTCGA 240 

AATTAQGACA TTCGIGAACA GAGGATTOCG GATO33CTK: GAAAIGAT3A 300 

O33032A1XX: TCCATACCCT G3ZOCT3CCC CCTAGTCTAG ACCGTOCAGC GCATCCTOCA 360 

AAACAA033C OCCC7K33CGT CG3CZATOCAG GTAQCACAGC ACCK3CAGCA GQ32AG0CGT 420 



«?rwirv 
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CCATCCAAGA GTAA03CCAC ATGI0333CG CGTIGCTCCG TAOGTACAAG TTATCTCATT 480 

ATTTCTACAG ATATCATGTT GAATATTAGC CCOCGATCAT CTACTCAATC GTATCGTTTO 540 

GTCTATCTCG CTTACGICAA GATGCAGGCT CCX3COCGGGG ACTACGCQCC AG33T33XA 600 

GAOCACTTTC CnATAGGAGA AGCATGATAC TGCTI'lUGAT GCTCTTTCCAG ATCAACCTGG 660 

G33CCACACC GCTGAAGGCG CCAXCAGTC anD3TAGCG AACEACGACT AACAAGCTOC 720 

GGAAGA 726 
(2) INFORMATICS P3R SEQ ID NO: 1105 : 

20 <i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 657 hase pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

30 (Vi) CKIGINAL SOURCE: 

(A) ORGANISM: PAG1674RP 



15 



35 



40 



45 



50 



65 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1105: 

GATCTCATIG AOGTACACAG AC^O^GCTGG CAGCGACGOC CACtXCTGGA TQ3ACGAGTT 60 

CODGAAGCAA TCATTCCGGT 1GTTTGCCAG CTXTGTCGTG ' imTll/lLT l' TCCTCG1U3A 120 

QCTCTGGAAC ATAGGAGAAC TACCAGGGGA ATAGCCACGT GTAGATCGTC GSACCTAAGA 180 

TATAGTASGA AAGTQCAAGT GTGOCACAAA GAAGAAGTCT TIGTGGTATG TIGTCCGTTC 240 

CGTAGAGAAA GCTTOCGACC TTATTAATAG AGAGTGTAGC GTCGTAAACA GAAGAGGGGT 300 

ATGTCACCCT GT3CAGCATG TAGATGGACT TGGGTATCTA GIGAGCCGTT GTOCTTGAAG 360 

GICGACCAAA CTAATCCTCA GIGCATAGTA TITATGTG3S GCOJX'ITIG ASCCAGXTT 420 
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* 




TKXAATGCT CGAAGGCGGA A2AATACTCC A03IGACAAT AATATTOTTC AACTATrAAC 


480 




5 


OXTAAATTA TOCCTTGCGA GGAGAACATC OCGTTAATTA CAA1TATCAT TCTATATTAT 
AAACATATTA TAAAACGTCC ATCTIGCTAA TATAAAAACA ATCTAGGTCG GC7TACCAAC 


540 

600 




10 


CATAITACAT CAGTAGGCAG CQ2GATCT3C: ATCCoTCATTl GOTK33AGTA TCCAGTT 
(2) INFORMATION FOR SBQ ID NO: 1106: 


657 




15 


(i) SBOUENCE CHARACItXESTICS : 

(A) LENGTH: 695 base pairs 

(B) TYPE: nucleic acid 






20 


<C) STRANDEENESS: single 
(DJ TOPOLOGY: linear 

<ii) tCJLBCULE TYPE: ENA (genardc) 






25 


(va) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1674UP 






j 30 


(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 1106: 






35 


GATCATCATC AACTATATCG AGAAGGAGTC TGACCG033C GTT30TAT3S GTAAATACCC 
GTCTACCCTT GACCGGGAM3 CGGTCCGAAA GCT3GTO30A AAAGAmt3G AGAACTTCCG 


60 
120 




40 


03TAACCAAC AGCCTCACGC T3AACAGTCT CTCCCTATAC TTTOXAACC TAACACGGGA 
GCAGCQ3GAA ATATOCATAT ACAACAACTT CACCGACTGG AGCITGCTAA TCCTTCGQGA 


180 
240 




45 


AGAGGAGAAA AOCAAGTACT GCAAAAGAAA GCAGGGTTCT T03TCAGAAT AACAGTAAIT 
GTAACTATAT AAICTOSAGC TIC'IUOJAUU UJi^AAU^l' UJJAA1T10T AATGTACTAC 


300 
360 




SO 


TACCTGAGCA CT11»1UKJUU CUHLAH-ULT OL'ITAGAAAC 'lOJlUITCAA GAQCTCX3UAT 
GGCATCIGAC ACAAAGSTTG CAGACGCAGG AGAGTATATC TCCAAAGCCT TOSGTEAACT 


420 
480 




55 


TTCTAACCTA ATATTTTGCA AATAAAGCCG AGTCGCAGTC TATCACTOCT CCAGTCAGTA 

1350 


540 
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GATTCP3ACT TO3TAAAATA TOIGTTCTAT GGGTGGAACA TTTTAAGTCA TAGTFITGCT 600 

S TITlCCCCTG ATATACITOC AAATACATAT ATCACTGAAG LTOZATOGGA AGCACCTCCA 660 

CAGTACGXC TAAGAAGAttT PGAATAATTG CTCCA 695 

'0 (2) INFORMATION FOR SEQ ID NO: 1107: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 6S4 base pairs 
,5 (B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 



20 



25 



30 



35 



40 



(ii) MDLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1675RP 



(xi) SEQUENCE INSCRIPTION: SEQ. ID NO: 1107: 

GATCCGTGCA ATAAACCGCT TGAATGCACT GTGGAAGTAG TTGCGGGTCT CGATATCAAA 60 

GICGACAAAG AATATCTGCA GGTTGTTACG CAAAATGTCA AGCACATATC CACG^ACTGG 120 

ACGCGAGOX TTATGOGAGT AAGTTAGCAC TTCAAATGCA CCGAGCTTGT ACTIGTCGAT 180 

TCGCAGAAGG CTTTCCAACG TCGACAGCAT GATCAGCTTG TCTTCGTGGA AOGGCTCCTC 240 

CTCTATCCCG AGCTCCTGGC CAATTTTGAG AAOCGGTAGA AOGAGAGCAG GGTGCCCCTG 300 

4S CATCTTOCGC AAGATAAACA GATCGAAGAC CTTCGGOGGA ACGGTCCGAA AGAGCGGCTC 360 

CAGCACGTAT AGTTGCACTC GTITO3CQCA GGTO33CTCA AGAAGATGCT GAACCACCTG 420 

50 CTGCTCCCAC AACTGCAGCC ACATCTCCAG TTLATCCTCT GTATAGTGTC Q^ACATATAT 480 

ATTOGCCAGC AAACTCGTCA CACTCTTGCC AACCGCCGTC GCAAGAGAGT CCGACCACAT 540 

55 GTA2CCCAGA GCOGTCGCAA TGAACTCCQG CCOGACCTCT AGAACAATTC CCAGGTCAAT 600 
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- 




CCGCTCCGAT A3CAOGTCCA OCATGAAGTA OOSAACCTC TTTGAA03AC TCAG 


654 




5 


(2) INFORMATION FOR SEQ ID NO: 1108: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 






10 


(B) TYPE: nucleic acid 

(C) STRANEECNESS : single 
<D) TOPOLOGY: linear 






15 


(ii) MOLECULE TYPE: ENA (gencrrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1675UP 






20 








25 


(xi> SEQUENCE INSCRIPTION: SEQ LP N0:11C8: 
GGAUCCOCIT CCACACCGAA AAOXAJ¥JS ACt^i^XkJ 'IG'i^lUJSAT GlU*TlUGCG 


60 




30 


ACQCCATCAC CCACGTCAAC A032TCITTG OCGACAACQG CATIGACGCC TACGTTCATA 
AGAACATCGT GTTCGTCCAG CAGTC03XC TGTCCG1UCA OOXTCAGG ITCCIUCTCA 


120 
180 




35 


ACCACTACAA CTULWIUUAt: GACACCUL'IG CJLTUL^CCCC OiCUCACTCC CTXUCTCIl-T 
CGCCCGTCAT GAOCtXOGTC AATTCCTCGC TGOCCATGTC TCCAAGCAOC 0333ZATCTA 


240 
300 




40 


AAAtA_CU_TC GJOAJCGAOC UCAACAULXJA UCTA-TITAG CAA1UUCCGT TCCAOCAGTC 
GCGTCGAGIT TGTCTGTGTC ACraSGACTT CA1UJUCUG7I 1 CCT3GAGCCG CTGTIOCAar 


360 
420 




45 


CTATCAATGA ACTOCOCAAA AAC03CGACC TGCCCTACG3 ATACACTGTC GCCTACGGCG 
ACGCTATTAC CACATACGCT AAAGAGCACG TCGAAGGTTC CAACGAATTA TI'IUXMTC 


400 
540 




SO 


TAGACAAACT GAACTTCATT «3CTGCTGAG CGCCCCTGTT ACATAQ3TTA TTAATCAATT 
AAATCCTTTC TCTGGAACCT TATAGAGCCC TOZACCTTGC OTIOCGGACG CATATCCTTG 


600 
660 




55 


CTGACTAGTT GTCAGCGGTA COCTTTAATA AATTACGTAA TATGTCGTAT TATCA 

1352 


715 
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(2) INFORMATION FOR SEQ ID NO: 1109: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 568 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEEfcESS: single 

(D) TOPOJXGY: linear 

(ii> MDLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1676RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1109: 

GATCOCGACA CCAGCATGCG CTCGTCGAAC G37DCGAAGT CTGTGTCCAG CACCTGTGCC 60 

GTGIOOOCGC G3AACAGAGG AATTTGGTCT 0303CCTTGC CCACCIOCTC CACO30CACT 120 

ACX33CGAACG COCCTCCGCC CGAOGAATIC CACGTAACCG AAATGAACTT CCCCTEAGTC 180 

TTGATGAGAT TOSAATCCCA ACCATTGATT GTCACTTIGA GJITCTCGTA GAAGAGTTOC 240 

TTCTTTGTTG ATIGTCCGAA GACGTGTCTA TACTTG3AAG CCCGCACAAA CTICCCACTG 300 

CAGTGCCGTT AGTITGCCGT CTXCACAAAG TCCAGTCCTG GAGAGTATGA CATACCTCAT 360 

CCITGCAATT CTTTGGGGTT TAGCAGCTCT ATAT333TGT ACACCCTAAA CATCCGTAAC 420 

TAAATA1GTA ACGTGGAACT GAAGGGTACT GGAATCIAAA GCOGAAAGAA GTAC OJbTIG 480 

ATGGTGATO3 TACTGTCAAG ATGGCTAAAG CGAACCTC*IG CCCTGGTTGG AACTCAGAAA 540 

QGTICACCAGA CTCTTCTIAT TCTTGTTT 568 

(2) INFCRMATICN FOR SEQ ID NO: 1110: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 568 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
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(D) TOPOLOGY: linear 

WDLECULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1676UP 

(xi) SEQUENCE EESCRIPTTCK: SEQ ID NO:1110: 

GATCGCCGCG CTCGTGCCTC GCCTCTATTA CTACGCCAOG AAGCAATTGT ATAACCCACA 60 

TATTGTAACG TTTGTACTAT CCTCCATGGC CTCGCCCACC CGACACGCCG CCTITCCTGC 120 

ATTCG3GTGC CO3T03CCGC CGCGTTTCAA CCTCGGCCCA TGGCTCGCGC ATTAGCTGCC 180 

AGI7>G3SATG CAACCCGAAT GGCGAAGATG GAGCCGGCAT TGGTGGGTAC GAAAAAGCTT 240 

TTEACGCGTA CTGTTTGCTG GTCIAAOGCA TCCACGCCAC GACGCTAACC AGTATGAATA 300 

CCGACCTCTT TQCGCAOCTG GTACTTGTGC CGATCCTCCG GTCCCCCATA GCGTTT1GTG 360 

TGCTTCTATC ACGGTATGCA ATGTTATGAT G3GTGTGTCC G3GAACATGT WCTAACAGGC 420 

GACAGCGTGC TCGATACGCC GTGCCCGCGG CTGGCAGCCG CACTGACGGT GTACACAGTA 480 

GTTGTGAATG CGTGCCTAAG CQOCAACCGG G3CX3DCAAGC TGQCA330CG TGGACGCCAC 540 

TGGAGCAGAT GOCGGACGCG ACTTGCGT 568 
(2) INFORMATION FDR SEQ ID NO: 1111: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEELNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: Et& (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1677RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1111: 



CATCTtXAAT TAG332ATAT AAACICTP33G TACTGTGTCA TCACTAGTCG GCGTATOCAC 



CATA03CAGA TTGAGCAATC TIOCICCTCA AOXCTGCCG 



TAGGTICCGT 



AGGCGCGCTA GI03LTCTTT GTTGAA03CG TTO3CCCTIC GCTICCACGA TITCTTCAAC 



TCGACICTCA TTITCACGCA ICTATATATC 



CGCCACGGAA MCCATKXT 



AGCT3ZAATA TG1CGCCGTC OTCAAGGGG TAGTCTTTCG ACATAACCGA TGCCTCTQCA 



AaTCGCATCT GATTAAG3AA 



GA03ACTTGA CGT0333CAC ATkTMTIG 



OCCTOCTCAT CCACCTTAAA CACCCCGTGT GIQ33CGACA CAACCTTCCT CITGAAaACC 
ACQOOOTOSA AATGATCCGG GAOOGAGCCG ATCGCCTCGC GAACUJL,TIC TCTGTAAOQC 



COSATAAOCA ACTOCGAQCT 



nOD3 GITOLXACG\ T033A1CAAA AAAGAGCCCC 



GGATTATTCG 1X33TO3AGTC CTT^VOGAAC GGCGTTAACC OGAGCGAGAA GAA 
(2) INFCKMA2TCN FCR SEQ 3D NO: 1112: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 525 base pairs 

(B) TYPE: nucleic acid 
<C) STOANEEcnesS: single 
(D) TOPOLOGY: linear 



60 



TO3TAGTO0C AACTATOOGA ACAA033GAT AIGAAGAT33 CCTGOCAQ3G CITAATTTTA 120 



180 
240 
300 
360 
420 
480 
540 
600 
653 



45 



(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) OFGANISM: PAG1677UP 



50 



(xi) SEQUENCE DESCRIPTION: SEQ. ID NO: 1112 : 



55 
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GA'lUilUUUL' TTAAUXCCT 03CU3X'1UU ULUIUJU^AG OLXJICAAIU: ACICCGTCCG 


60 


5 


CCTX333CTAC ATCOCAGAGC ACTTCAGCGC Q3CC£-P3C*IG TTTOOoCSGA. OXTTTTTTr 


120 




CTiuuuutjflU UJUULiAJlUA UJ^CXAAGCT CX7KJZCCTFC CCT^0333CT CTQ3CCACCT 


180 j 


70 


GATCCAG3CG CTXXftCOCOG CO3AGCT0GA OTICGCGCTC GOCCTCACCG Af*TY7rpCGT 


240 




CO3033CATC OCAGACACGC CAGCCCOCGC TACCAGATTC OTT^ACCTA 


300 


15 


aJTOOXTCG CCM^TZA^CT C03CCGTCTC CCTD33CG2C COSra32CCC TGGAGCACGT 


360 




G3ACCAGCTG Gfta33333CC QXTICGGCGT GTCACOCGTC QCCAGCG3CT CGTACGTCAT 


420 


20 


gagceatgtg cto^ccctgc agcqulajlti 1 axxxoxcr imaxoooc atodgotgtg 


480 




OCACAcViTr ^lUXUJU.- UUUUJJUULZT CAACGAACGG OX03333AC GCTTTCCICT 


540 


25 


GQGW3CACTT TACCTCCAAG CQCTADCAC3 7O3033333A CA3OD0CCTG CTGQ3CAACA 


600 




lOOXACCCC CIO30CCTCG TG33T 


625 


30 


(2) INFORMATION FCR SEQ TD NO: 1113: 
(i) SEQUENCE CHARACTERISTICS: 




35 


(A) LEN3IH: 643 fcase pairs 

(B) TYPE: nucleic acid 

<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 




40 


(ii) MOLECULE TYPE: OIA (gencnric) 
(vi) ORIGINAL SOURCE: 




45 


(A) ORGANISM: PAG1678RP 




50 


(xi) SEQUENCE EESCRTFTION: SEQ TD NO: 1113: 






GA1XXGCTGT COGCATCATC GGAGACATCG OZTCCATGTT CTXCGATG^T AOGATAAAGC 


60 


55 


AATTGTACGC CCAGACTT33 CHXIACAGAGT TTATCAAGAA AACAAGAAGT AAOCCCAACT 

1356 


120 
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TrAGTCAOX AACTAAGGAT ACTGCTAGAT G3XTAGAGA ACAACAAAAG CATCAACTAA 180 

5 CCCTATAGCC TTACACTCCA. GAATAATTTA TCTTATTACT CATITHLTIC TGCGTTATCT 240 

OGCK7ICCTC CIGTTATTCT ATAATACTTC CXXTTOCATIG TCTTCATTAT TGTGTCTGOC 300 

r0 TOGXIGACAGA CCGCTTOGTT GTCTCTTOT TIGTTCGACC CTOGACTCAC CTGGCCATGC 360 

tgctctttct AGrocjirras tacaggttgc G3jk7itttt acacaacttt tctactacgt 420 

rs CTICTATCTA ATCCCATCTA CTITICEACr TKXrlCICCr ACrrEATCCG TCGGACCCGC 480 

TCCioGrrcrr acotoxagc tigtaxatc tatataatig taiatatcgt cxtksxaact 540 

?0 ATCTACGQCT* C3ZTATACATC TOCTGCCCGG TCTGATCGGC OGAGCCGTK: ACCAATOCAG 600 

TAAAACCACA TAAACTnTA AGAGTEACAA GCTCAAAAAC GTT 643 
25 (2) INFORMATION PQR SBQ ID NO: 1114: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 721 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : Single 

(D) TOPOLOGY: linear 



30 



35 



40 



45 



50 



(ii) ICJLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1678UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID WD: 1114: 

GATCCG03TT CGAGTCCC03 GA333XTQC AOCGCACCAG 03CTTCTTTT TGGCGCTGGT 60 

AGTCGAGGAT TGTTGACTGC TAAACCCATA CAACCACATA TTGCACTGGT G3CTTGCCCG 120 

CCTAGQCCGC CCKXX3XTC C03CGTAGCC CGCCG3CG33 AOCCACGCAA CGAGACCGTG 180 

S5 CGGGCCCGOC ACG33GATCA CCAGCG3CAG CCGGTGCAGC GTAGGCGGGA CAGCTGAAAA 240 
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GTTACEACAA TTTGAG3TCT CX3CAIACTX3A CACAGAG33I CTEftCACAOC ?CCKZ>CGPA 


300 




| 5 


ICA<33AAT03 CTAAGCAAIC IXTIAOGTAXG 1T3ACAGAACG ATO3TO3CTC CGAAACATIG 
GGAATTi&GCG 7X71X71X33330 TGCGA1CCGT GGIAACCTGG QCATACGGCC CAGCGCGCAG 


360 
420 




10 


GCG3ACCTAG CATAAICCAG TOGTOGAAC AA3TK33TO3 CC033CACAG TACTAWZAIT3 
TX7T3CAGACG TTTCCTCCGA CAGAAGAAAG QCXTAGAAAGG CGtAClTCAA CGCGCCAICT 


480 
540 




15 


TOGGAG33GC GCT7IGATCAT GICTOCTOCT CTATCCAMG AiGTIlGAGAGA GCAGTACAAC 
A1CAAGTCTC TACCAATCAG AAAQGACAAC GAGATTAItC TIUIUOCTQS CTCCAAGAAG 


600 
660 




20 


GGCCAAGAGG QCAAGGTTCT 1X7B3ICEACA GATIUAAJIA UJL'iUlCOGC GICGACAAGG 

G 


720 
721 




2S 


(2) INFORMATION KR SEQ ID NO: 1115: 
(i) SEQUUCE CHARACTERISTICS: 






30 


(A) LENGTH: 633 base pears 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 






35 


<ii) MX£EULE TYPE: DMA (genomic) 
(vi) ORIGINAL SOURCE: 






40 


(A) ORGANISM: PAG1180RP 






45 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1115: 
GATCOGK7IG ACOGTOGTOG AGTTCT3GAC AAACGCCGTG CTCTTTGACG AGATCGTOGA 


60 




SO 


GCCACTGGGC GAGATCATOG AOJlCIAl_AL CLAaTUUAUL' CJLAJ^IUJACG AGATAGACCG 
CGCK?K33CG AttGACATTTG AGGAGGCGAG GGAOGTATTT TTGTCGC033 OGATGATTAA 


120 
180 




55 


CGAGAACAGC ATACTGATTG GOC^OGGCCT GGAAAACGAC CTGAACGTAT T3VCQ3ATTAT 

1358 


240 













10 



IS 



20 



25 



30 



EP 0 866 129 A2 

ACATCATAAA ATEATTCATA CAGCTATATT ATACCCGAAT Q^IAAGTTCA N7TCCKXX7T 300 

C033AATCTA GCCTTTCAQ3 AGCTCAGTAG ACOGATCCAG A033XGAGC ACGACAGCTC 360 

AGAGGACGCC ATT32AQCAA TO^ACGTCCT CAAGCATAAG CTO3XATOC CGCICGACCG 420 

CAAGACGJGG TAGCOOACG GCIGCICCTC CAGCCG03TC AGGCKJICTT CAAGCIG3IC 480 

CTGCCTCTCA ATTAGCGTGT GXA1AAGCTC CTTAAGGTTC 1X7EAACKZAA TOGCGATCAT 540 

CCTATCTTCT GGAA<3CTCGA ACTIGACGTT CCTGCTQ333 GPCACGATCT G3CTCTTGCC 600 

CACCTTCTAC CTCGATCCCT CCQSAATTrT GCC 633 
(2) INFORMATION KF SEE ID NO:1116: 
(i) SB^JUvCE CHARACTERISTICS: 

(A) LENGIH: 706 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEEMES5 : single 

(D) TOPOLOGY: linear 

<ii) M3LEEULE TYPE: EHA (genomic) 



(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1680UP 



40 (xi) SUJJUXZE INSCRIPTION: SEQ ID NO: 1116: 

GATCGOGGCG CX3CGGTGSCC G3CATTTCCG GAAGCGGCCA OSGAXAGAG GIGGCGCATT 60 

45 CGAATOGCAT AOGTCITQQC CACGCCGGAA AAAAAATTTT 033CTATATA AGGAGAG303 120 

GCCGICTIGC TGCAG3CAGT TICACTTTCT CTAAAACCAA AGAACATCGA TITDTTTAGT 180 

50 CACT03CTIC CTTACACCGA AATGCAATTC TGZACCX7TCG CTPCCATCGC AQCCGCTGGC 240 

COOTICGCCT CCGCTCACGC CAACTJIGACC ACGGCCACCG CCACCAGAAA CCAGACCACC 300 

55 TICGXCACCA TCACCCACTG TG«33ACAAG ACCCCATGCA CTGCGCACGT CTZTCCAGCT 360 
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TTOGTCTCCA COXCACCGT CACCATCGAC AACUTIViGA OC7TTGAGCGA 420 

CCACIATCCA CCACTGAGOC TCCTAttXCA CCAGTTTCCA CCC3CCAA3CC ACCrULTrCC 480 

TCCAflCQ33A CIT3TTCCTCC AACIGAGACC CAGTOGTTCTC CTtXTTCACT OGTOCCGCTG 540 

CCAAGGCCCT ACQVXTOCT OSTCCCTTGT TCG0G3333C TGCTGCTTTG TIUITGTAAG 600 

TTTAGTTCCG COX13TGAGC CCTCGTITCG TTTAGAGATA TAT2G3AACT TATCTGPCIG 660 

ATTCTA^OCT TTTACACCAG CATGATTT33 TIXTTOCOXG CACCGA 706 
(2) INFORMATION FCR SEQ ID ND:1117: 



(i) sequence characteristics: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 
2S (C) STRANDEXNESS: sijigle 

(D) TOPOLOGY: linear 



(ii) bCLEEULE TYPE: IMA (genome) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1681RP 



(xi) SEQUENCE DESCRIPTCCN: SEQ ID NO: 1117 : 

40 GATCATTCTA AACAGATTAA CCTIOCTCCA AATTACTTTA TT1CCTEAAT CTCCGATAAA. 60 

T33TTACATT GCGACAATAA Q3TOCCCOK5 GP3CTTACAG ATATACATCT ACCGAGAAAA 120 

45 TTICCQCCAC ACACTCGTAT AGAAGAAAGA AATTPGAITG AAACTTCTGA GCTAGATCOG 180 

ACGTiCAGTG GACTCTPCCC ATTTAAG3TT TICAACAAAT TOCAAACICA TCTGTTEAAT 240 

GCCTKTTftCC ATACCGATGA AAAIGTATTT ATT33AGCTT GTAAGGGCTC GGGTAAAACT 300 

GCAATG3CAG AATTAGCTTT A1TGAGTCAC TO3AGAGATG GIAAG3GACG T3CCGTCTAT 360 

ATATGTCCAT CTCAGGAGAA AATTGATTTT CT3GTIGAAG3 ATTO333AAA CAG MTXTi!A 420 
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AATGTGGCAG GTGGAAAGGT TATTAAIAAA CTGACATTGG AATTAACTAA CAATCITCGA 480 

5 AGGCTAGCOC AGTOXATTT AATCTTAGCE AOXAGAGCA GTTTGACCTG CTTTCPOGTC 540 

GCTGGAAAAG AGAAAAAAAC ATOCAGACAT TAGAGCTGTT GATTCEAGAT GATCITCATA 600 

'0 TGATCAGTAG TGACTTGCCT GGCGCAAGGT ATGAAAATAT AATATCCAGA ATGCTGTTCA 660 

TT03333ICA ACTTGAAAAC C33CCTKXX5T AIAGTC 696 

15 (2) INFORMATION FCR SEQ H) NO: 1118: 

(i) SEQUENCE OIARACTERISTTCS : 

(A) LENGTH: 659 base pairs 
20 (B) TYPE: nucleic acid 

(C) STOANDEHESS: single 

(D) TOPOLOGY: linear 



25 



30 



35 



40 



45 



SO 



55 



(ii) MXECULE TYPE: ENA (genanic) 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1681UP 



(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 1118: 

GATCAGGAAT GATOCCTCAA TTGTCAGGAA TTATQ3TTCC ATATT32ITG AATTTGCCM 60 

GATTACTCCT GATQGTATOG TAJ^IGTTCTT OCCCTCATAT TEATATATGG AAIXXAITAT 120 

TTCAACTTO3 CAGACAATGG GGATTCTAGA CGAGGTTTO3 AAATACAAO^ TCATOCTCGT 180 

GGAAACACCA GACGCACAGG AAACITCTCT KXTHPGPG ACTTACOGAA AGGCCTGCTC 240 

GAATGQ3COC OXGCAATAT TACTTTCTGT GGCCCGT033 AAGATTTCTG AGOSAATTGA 300 

TlU'llifiCCftC GATTACGGTA GGPCTGTATT GATGATTO3A ATTCCITICC i¥3T2¥2«2TGA 360 

ATCGOGTATT CTAAAGGCGA GGTTftGAGTT CCTAAGAGAA AACTATCAGA TACGOGAAAA 420 

TGACTTTTTA TCCTTTGATG CAATGflGACA 030CGCTCAA TGTTTQ33AA GAGTCTTGAG 480 
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GCGTAAGGAT GA3TMT3XG TGAIQ3TGCT COXGftTCOG CGATCTCAAG AAAGAAAAAC 


540 


s 


CAACTTCCAA AAT33ATCO0 ACAAGGQCTC TCIGATOCTC ACOTGAACCT TTCTACIGAT 


600 




ATOCCGATAG CTAATACAAA ACAATTCCTA AGGACGAT33 CACAAGCAAC 1GATCCGAA 


659 




(2) INFORMATION FOR SBQ ID NO: 1119: 




15 


<i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 




20 


(ii) MOLECULE TYPE: ENA (genomic) 




25 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1682RP 




30 


(XL) SEQUENCE INSCRIPTION: SEQ ID NO: 1119: 
GATCGTAAAA TTKX7IATAC AA^A?1T1UJ GTAOj'iLUTT TAAAAOG'ICG TCAATCTCAT 


60 




AO'IUJL'IUAC A1CAAUJJLA A1GMTJJAAAA AAOXACICT CTGATGTGTA C33333AGGAG 
GCCTTGOGTC TO30GGGTCC CIGAAACGTG AGCOUOGCGA GOGQCCGTAC TCTCGCGCCC 


120 
180 


40 


GATACX?lUL w r TilXXXXAiA CCCA1GGJ1G AAGCTAGTCC ATTACGTAAG TCTO3ACGGC 
GATATTXTA TAATAACAAT b'TAAlUGTlA ATAC1CACUJ 'ICAAG'TAACC TTvJCOTRXG 


240 

300 


45 


TGAHGTATCA CTTACGGTAG TAGTGCGGTG 'IG'K-'lTmG CCGTEAGTAT CCGATCAAGT 
TT3GTATCGA GGAGAAAAAG ATGTTCATAC 'ITIVJICAUCA GIACLCTGGT TCAAGTGTTC 


360 
420 


SO 


GTCAACAGAC ATIUIU-LTT CU^AAC'tAUTJ ClUmUAAU ^JLAAAGOCT GTUIG'IUAAG 


480 




AADGAAGTTT TCACCA3TTT ICCGGAAQ3C ICGGGACAGC GATCGAAAGA AATAGGATAT 


540 


55 


ATACGTACAC CmCI'l'IAA ATAMUATl'iA AAATA'IUL'IG GAATi'lLGAT A1UIUJLCAT 

1362 
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ACKXX7TCTT CA3CTICCIT ATCCATG^GA TAGA?03WX AAACTCTTC03 AA37TGCCTT 660 
5 CCACA7TEAC TTAAGTrTOC GTAAGCAACA AOGAGTCTCTT AT3333C 707 

(2) INTOKMATICN PGR SEQ ID NO: 1120: 

JO (i) SEQUETOCE CHARACTERISTICS: 

(A) LEN7IH: 700 base pairs 

(B) TYPE: nucleic acid 
<C) STKANDECNESS : single 

' 5 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (gencmic) 



20 



25 



30 



35 



40 



45 



50 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1662UP 



(xi) SEQUEU3E DESCRIPTION: SEQ ID NO: 1120: 

GASCCAGIGT GTACGGCCAG AGTCGOGCTC GGGCAOCAGC AGI2CCTGCT OCGTCTCGTT 60 

GAAGTXXXA /OOTCCCGT CCGCATCAGC AODG03CCIG AAGTAICTIG TACCCGCCCT 120 

GAATCTOCIC CGGCGCGT3A TCAGACCCAC ACTAACIGGC GTACTCIGCA ACACAGTCIC 180 

TACCACTTIG ACGTAGOCGT ACATTAGCG3 CAGAACGAAC TCGTTO3CCA GAGCGTTTK: 240 

CIUUUCCW33 TTTCGCAGCG O^ICIGTGGC ATAGLAGTTC CAGAAGAACC GOGTCTCTOC 300 

AJIGCGCCAC GPOX^XXXX: CCAAOCCTTC GTIGCGCIGC ACAGAGTOCG TCAAGTCATA 360 

CGTSTACGAA TAGTACAGCG TIGCCTTOGC GAGGIGGICG CGCAGTAGCG CAAGATftCTG 420 

GT1U1UC1CT GCAGATO3CC GGATTCTOGT GTIGACCAGC ACCAAAGAGT GCGCCGTCAC 480 

TTTOAAAAGA GAAIGGGCAC CCAGGTTIGC CACCACCICC ACGCGGICCG CCCTTAOGAC 540 

CA03CGACTA 1TOCGCAAAT CTAATAICCC GATCAGGCCT O0GATCTT3C GAGTTICTCC 600 

55 ATOTTLAGOG AAATPX'IGG G3ICTAOGAG TCTTCACQCCC GAATCGIGAT GCGAGALftGA 660 



NSOOCIO- <FP 0O66129A2.I > 



1363 



EP0 866 129 A2 



10 



15 



20 



25 
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CAACACCGCT TCACTCTGGO AAGTATTAGA TOGCTTGAAA 700 
(2) IHFORMA.TICN FOR SEQ ID NO: 1121 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 652 base paixs 

(B) TYPE: nucleic acid 

(C) STRANEECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gerurtie) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1683RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1121: 

GATCTATAIC ACCAATCATC AOTGTTTITGA AACATTO33T GCTTAAAAAG GGACACAQZA 60 

AACTACAAGC AGGCAGCACG AAGCACTCTG CAGACTAAGG GCACQCCTCA TCATAAGATG 120 

CTTAGaSCTG AGCEAGTAAA TGCCATICCG T3CCAAGGTG CICAGTGIOT COCTGTGGTT 180 

GATGGCGTTC GACAACTTGT GGTGGTGOGA AATAATAG3G ALT1LT1UGT GTACICCAGT 240 

AT33ACGAGA GAGOCCT333 TCTAGTTCAG ACATATACAG AATIGCTIGG OCCGAATTAT 300 

40 CCTGTAGAAG AGCTGCTGTA CTCCGAAOGG CTGCGGACAA TATICGTCCG CAOGAGCAAG 360 

1GCTTACTCC TACTICATTC GAGCAACTEA CAACATTACG ACAAGATAGT TGACAAACGA 420 

46 GGCATIGACC ATGOOTGGCT GTTTGAACAT CCATGTGGGA AG3CTGAGAC GT3GAIGACG 480 

GTGCTItTnT ACTCGOTCAC AGOGTCGAGC AAGATAAAGA TGCTGACATG GGTG33GCGG 540 

50 CAGITCCAAG CGGTGOATGA CGICGCACTA GGCACGCGAT CGGAAGTCAT CCAGCTCAGT 600 

AAGIGGCGGC CCGCATGCTG TGTGGTTGCT TACCTCCGAC GACTGTATAC CA 652 
55 (2) INFORMATION FOR SEQ ID NO: 1122: 
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(i) SE&JFMZE CHARACTERISTICS: 

(A) LEN7IH: 718 base pairs 
5 (B) TYPE: nucleic acid 

(C) STPANDEDNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MXECULE TYPE: ENA (genanuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1683UP 



20 



25 



35 



40 



45 



50 



(xi) SEQUENCE DESCRIPTION: SEQ IDNO:1122: 

CATCTCGTCA AATTCTGCTC TAGCATTATC AACTTKJIT3A CCACAACTTA GAATTCCCCC 60 

ATCATOCATT ATGTTTAXAG ATCTACAGTT CTAAAAAATT OOGIAATAIA ATCAGACCTA 120 

TCTCTTITIC TCATOCTTAT AGTCACCCAA AGITTTAACA IWIUACKTOC TGCCAGATIT 180 

AO*2ICATCT OCQ3CTATGA TITCITGCAG AGACCTGCCA CAATIATAAT GIGTTAATAT 240 

ATTOCTICCT CTC^TJITGA AGAGCGAGAA AAGTTCACTG CTCCCTAATC TTAAATTCTT 300 

CIGGCAAACG TAGCAGCGGT TATCTICATC TACCAOCAAA AATTCAGATA TGA3CTGGGA 360 

TAACOGATA3 GTOCTTCCGA TGAOGTTGAC TTTCAAA£GA TTGTITCrGTA TAOGOGATTG 420 

GTTITTCTTC A1GOACGCAC TTTTAATCCT TCTACTT&3G AATTCGTTAA OCGIGTTTAT 480 

CQGAATATTG 03333CAGTT TCTCAAACAA TGITATCQCA TCTAGCTTCG AACCATTCTC 540 

TAQCAGAAAC AGA7GAACGT TICTCCATCC QCTAAATTCT AOCl'JUJCAA GCAGCTiTlU 600 

AAACAAGTIC AIGAGAGCIG CK7K3DCTOC ATTTTTGTTT GK33CATAGA GCICATTACA 660 

ATATAGAGAA GCTTGGTLAT AATTCCCTAG ATCATCAACT AGGATCCCTA ACGCTGTT 718 
(2) INFORMATION FOR SEQ ID NO; 1123: 
(i) SEQUENCE CHARACTERISTICS : 
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(A) LENGTH: 577 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDE^IESS : single 

(D) TOPOLOGY: linear 

<ii) M3LECULE TYPE: UNA (gencnuc) 

tvi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1S84RP 



rs 

(XI) SEQUENCE DESCRIPnON: SEQ ID NO: 1123 : 

20 GATCTGTACA CITCAATATC GAACGA^CTG TCAOCOGCAT ATICTGCAGA GATTTGAAAA 60 

AOOCAOCAAA GCAATATGAC ATCAGGGTAG AGCTTOGAGC GAGTAATCTC CGGTGATTOG 120 

25 TOGATCTCCT TTAACCAM3C AGCAAACOGT GTCTCATGTT GCTTTTCDZA GCTAATAATC 180 

TCATGCACCA CAGOCATAGA TTCAGCATAA TGAAGGTATG TTGCGOGGGC CTCATTACAC 240 

30 CATTTGATAT ATATTTTCCC CACGCCATCG ATGAACTTCC CTTTOGTCTG CAGCTTCOCA 300 

AAAATAGGTG TCAAAAGCAG TTCCTTGIGC AAGICAATCA QCGGAIAAAA GATGTCAAAG 360 

35 GCAAGAGAGG OGAAGTTTTC GlCGGTOGGC AGCftACGCCG GCGAGAATTG TGOGCGGTAG 420 

ATTICTACGG CAGCATGGGC CAOOTTCftSA CTITTCTCTT CGAGCACAAT AAGGTCAAAT 480 

*° ATGTAGCTCT GQOGCTTTAC TTCTCTfiGGA TTAATCICTG AAAGCTCCTC GTOC3GTCAGT 540 

TTCCAGTACT CGGTOCAAAG TCCCACC33G CG3CTGA 577 



45 



50 



55 



(2) INFORMATION FOR SEQ ID NO: 1124 : 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 707 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 
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w 



15 



20 



25 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1684UP 



(Xl) SEQUENCE DESCRIPTION: SEQ ID NO: 1124: 

GATOCATGAC GACCAGCTGG AOCTOGTCGC OCT^ICIGGGC CTCQCQ3CAG AGAACAAGGA 60 

AACGCTCCAG AACCTCCCGC TOC03CGOGT CMOGTCACG TICAAGGACG TGGTGACGjA 120 

CTACTGCGAG C03CACGGCC TOCTOCKGA AAAGACQ33C GACGICGOCA CO2TC03C33T 180 

CTACCAGCAT OMOTCTC 1XX03GTCTT CACCt7TC?CA C30STBCACC GCO330GGCG 240 

TGTAGCTCTG T303AGGACG TXTHUSGT TCAGGAAGGG ATAGGCTTCA AACCTACGTA 300 

CTTATACGAA CTAGAAACTC TTCTAAAGAG CCCTTAGTCG TCTCATATAT NZ££J^CCTA 360 

GTACTCTIOG CGCACTCAGT GG^OC'ICGTC CCTTTTCGCG CTCTCGGCCG 033CCKXX?T 420 

CTOQCQCACG GCUK3CTCCT CGCICIXXAG CTGCTCCGCG TAGTGCTCGG GGIXXTOCCG 480 

GAMXZATCCT GCATCACCTC GAATICTCCA CG2AGTCAAT CCCCITAGGC T033XTCTG 540 

AGI?CACGAA QCA0303AAC ACTOTICGCC GCftD33COCG TGCGCCATOT 600 

OCOXAGGCA TGGGCAGTCC CaoaXTTGTC COGATIGTAT GCICCKXTC 660 

CCCTO33CAG CCTCACCCGC GCTAGCTITC TCCTCCGOGG CGCTCGG 707 
(2) INFORMATION FOR SEQ ID NO: 1125 : 

4S (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 666 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 
so (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: UNA (genomic) 

55 (vi) ORIGINAL SOJRCE: 



30 



35 



40 
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(A) ORGANISM: PAG168SRP 

5 

(xi) SEQUENCE DESCRIPTICN- SFQ ID NO: 1125: 

10 GATCAACTTC GOCTAATCCC TTAATCATTC TCACTGCTAA CITGAACTTA GTCIGTG l t/ l' 60 

ATOCCTATW3 IGAAUJiTLA ATOIGATGGT TTTATAGTAA TCGATGGAAC TITATOOQCG 120 

15 AAGOCTCAAG CTGATCATCA CCTH^CTAAC CGTOGATAIG CAGAACAGAG GATACCATAA 180 

ATIXXTATTA GTAATCAATT AATAGACTrA CATATAGCTC AAAOCTGATC ATTGATGCGT 240 

20 CTCAAACTCT TTTCATCGIG TGAACCTTTC GGATTTTCAC TTCCK7EATC ATTATACTAT 300 

GTATAATCCT CTAGTACGCT AGTAGTCTAG TATCTCQ3AT AACCCCCCEA TAJTACATAT 360 

AATATGAGTEA AAATACAGAA T^COITAaz GGATAATCTA AG3CTAAG3T TGCCTACACT 420 

AAGTTAACGG G333CTICTT A3CTTCCAGC TIGTCCTTCT AATCAATAGA AT HJUl ' mC 480 

TTTTIXXACT AJTIOoKTCC T33CAAACTG CGAGCCACCC CQCGTATCCT TAGCCTCTGA 540 

GGIGTCCTCT TCGACATCAC CTTCGTOCTC 033GATCTCT CQ33ACGTO3 TICAACTGTA 600 

CO^TCOGTCC ATATTTAGTG TGCTCAAGGT TOZTGAAAAT AGATGCGAGC ACCTIX7TOCA 660 

GMCATT 666 
(2) INFORMATION FOR SEQ ID NO:1126: 



£•5 



30 



35 



40 



(i) SEQUENCE CHARACTERISTICS: 
4$ (A) LENGTH: 642 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



so 



(ii) MDLEOJLE TYPE: ENA {gerxmic) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1686RP 



1368 



EP0 866 129 A2 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:1126: 

5 GATCCTCTCC CA3STCAAGA GIT3TT7ICAT CAATTAACTT CATTTTAGGA ACAAACTTGT 60 

CVP03JTTCC CGCTACTAAT TCCTGCTCGA CTTTGAAATC CCAAAATTTG ACAGICTTGT 120 

10 CTGCGGACGC AGTCACTAGC CTCTTCCCAT CACTAGTTAG GTCTAAAGAC CAGATTGCAG 180 

0GGIGTGT3C CTCTTCAATA TTTTCEAOCA TAGTAGAAGA TGCGAGATCA AATAGCTGAA 240 

' 5 GrT03CCCGC TCTTCTAOX AGAATAACCA AGGCQCCACC T3C7EAAAAAC TTACAGCATA 300 

AAGCATAGIC ACAGTCAAGA TTQCGGATAC AAGTTTTAGT CTTGATGTTC CAGACClTiA 360 

C<7ITTCCATT TGAAGCAGFT GCTAGTAGCT TATCATCGCT ACTGATGTCT GCACCACGTA 420 

CATCAGTCCT AT33XCG3C GAITCGATAC TATGCAATTT GATO3CAGTA GGCIGGAGGG 480 

GITCCTTCTT TTTCTATG33 ATTGAGTAGT ACTCTATAGT GTIGTTTGCA GTCGTGATCA 540 

CCAGITCCAA TTTAGATGGG GTACAGAGCG TCCATGAAGA TO3TTEAGC TEAAAIAGG3 600 

ACCTEAGGAG TTCGAAAAGG ATGCAAAAGT AAGITCGCAT AC 642 
(2) INFORMATION FOR SEQ ID NO: 1127: 



20 



25 
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40 
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U) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 675 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLDCY: linear 

(ii) M3LECULE TYPE: DNA {genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1687RP 



{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1127 : 



SS 
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GATCAGSACA GTAGCAGCTT GACTGACTAT C^3ZAGGAAA AGCCDtfXTA ATTGGCGOGA 60 

5 GiacAMTac aagtbcctgt crGACEftcrr crnTPSTOG gatgocatat TTmaoGAT 120 

GGZCTGCAAC GGCOCGGTGG GG3CGCCATC CAAAXTEATG GAGTTGAAGA GCTGTTCAAT 180 

fo gcccttiatc ccatctocac CGTcrmic gccgaacatg gcatgcaact cttcaagcat 240 

GATATCTTCT TCCTO3TGCT CTGATCCQ3C GTTCTGGTOG TTIOCQCAGT CTICGTMQC 300 

75 GCCATTICIG TAAIGTIGAA GC7IGTTLTTT GTITCATCTTC AGACCCTCGG TC^G3AAATA 360 

TTCAAAGAAA TCGTCTTCAC TAAIATCTAC GCCTTCACTC TCGAAAAATG TXXGAGCCTC 420 

20 TTCATCGCCA GCTGAAGACC CCTCACCAGA AflCATOCTCA TTGCT3£CTT CATCCTCAIC 480 

TITAAXATCT GTCAGGAAAG TCTCCAGOGA CAGGGCCA&5 GCATCCAT?G ACGCCTCTTT 540 

GTCCGC2GTC GGTIACCIXrCG TAGITAATTC ACICGEAGAG AACTCCACCG a3D3CTCT?C 600 

CTCTTTT3TA TGTACCAGfiG CGCTTACTAG GTCACCCTCT AACTITCCTT 660 

TGTCGTEAAC TGGCC 675 
(2) INFORMATION FCR SEQ ID NO:1128: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 655 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTS1ESS : single 

(D) TOPOLOGY: linear 

<ii) MXECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31687UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1128: 
GATCOGTTCC AGTTTGGCCA GCGGAAGCTG GOG3BCGAGG CGGACATCTG GOCTCATASC 60 
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GCGTCOGATA A03TAGACTG O30TGACGAA CAGATCOGQC TOXAAAGGA GAACATAGAA 120 

S GACtAGAAAG AA.TACCC33T QCAQGAGTTT GACAAAAAGC ToIATCATAG CAACXXXX3CA 180 

ACCTACTGQG ATATATTCTA TAAAAATAAC AAAGAAAACT TCTICAAAGA CAGGAAGTCG 240 

'0 TTOCAGATTC AGTTTCCCIC TCTATACGAA GCIAOCAAGA AAGATGCTG3 TTCAGTX3ACT 300 

ATCTTG3AGA TK337IX7K33 TX3CQ33CAAT ACCATGTTCC CGA1CTTATC TOCAAACGAA 360 

' 5 AACGA^CACT TAOXGTIGT Q3GrTO033AC TKTTCCCCGA AGXCGT03A. ATT33TAAAG 420 

MJJVCGCAMK ACT7TAACGC CQCGAATQOC CAOXGACGG TAT33GACTT ACCCAACOCT 480 

PO 

GATO3TCTIT TGCCCGATGG TGTCGAGCCG CATC033TCG ACATCGCttTT AAIGATnTT 540 

GTITTTAC7IG CCTT3333CC CTCACAGTCG C<rCAGQCTA TOGATAATTT CCftCAAAGTT 600 

CTAAAACCAG C03GTAAGAT CCKTTEAGA GACTATQ3CA ajX&TCACTT Q3CTC 655 

(2) INFORMATION FOR SEC? ID ND:1129: 

(i> SECUENOE CHARACTERISTICS: 

(A) I£NC?IH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEHOESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (gesxmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1688RP 

fxi) SEQUENCE INSCRIPTION: SEQ ID NO: 1129: 

SO GATCTTGTTG AGAACACTCA ACATO30O3T AATTGCSGAG CCCCCGCIGA CCATAOOGAT 60 

TTIGTTGTAC QCATTCGTCA CATAGCIGAA CtXTTCCTACA GGACCTTTGA A3TCCACAGT 120 

55 TK3GCCTGGC TGTAGCCCAG CAAACCATTT G3ATACCTTA CCCIGGflCAT AAGATITGAC 180 
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AATGATATCG AAATG3XCT 033CAAATTT GITG3AGATA GQCGTGTAGT AACOCACTTC: 240 

s TTCTACACCA TCCAGCATCA (XT1U3CAGC TAAATGAAAG CCP&rPiXTTA TATCAAGAGT 300 

TTCCACGCTT GAACGMCT TX^ATCTGTA TATCQCAQCA TTITTOCTTA GAACGATCCG 360 

jo T7CTTCCAAT TCTAAT3303 TOCACTCATT TOGAAGAATT GAAGTCCTGC TICTGTATGC 420 

TAGTAGCAGG QGTGCACCTA CAAACATTX CAAAGCTAGA ATOCCTAGAA GTISCCATGC 480 

*5 GTTCCCCGCT GACCAG3CGA TAACAAGAAC QXCAATGTA AAGATOXOC TG333ATGAA 540 

GATCO^ATGA AT032ATCAT CCAATATCTC CATACCTC'IG CGTTCGGrrCA TACTAATATT 600 

20 TTGAAAGCTC GTCGTAGCTA TCGTCTAGTA AG3ATGAGAA CGGTTAATAT ATOLTlUL'iC 660 

CTAGITCTAT AAGCACGGAC TCCTTrOZAA CT3GTGAAGT ATOGICTAAC G3TCAT 716 
(2) INFORMATION FOR SEQ H> NO:1130: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 676 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS: single 
(D) TOPOLOGY: linear 

(ii) M3LEEULE TYPE: ENA (gencmic) 

(VI ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1688UP 

40 



25 



30 



35 



45 



{XL) SEQUENCE DESCRIPTICN: SEQ ID NO: 1130: 

GATCAGGCCG GACQ3oTACT TGCAGGAAGG CCTCACGAAA CCCAAGG333 GCGAGGAGGG 60 

CTTCTCGACG TTTTTCAACG AGACG33CTC GGGCAAGTTC GTGDCGCGCG 033TGTACGT 120 

GGAdTGGAG CCGAACGTGA TCGA03AGGT GCOCACGGX GCGTAOCOOG AGTIGTTCCA 180 

SS COCGGAGCAG TTGATCAGCG GAAAQGAGGA CG33XGAAC AACTAD333C GTGG3CACTA 240 



50 
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CACCCTOOGG O30GAGCTCT TCX3AOGATAT CCTAGACCQC A3CCGCAAGA TCIOGGAOCA 300 

5 GTGCGACG33 CTOCAG3GCT TCWl'lCAC CCACTOGCTT GCOGGTQ3TA 0333C7KXO3 360 

CTTO3C33TCT CI HT IT UX PCCM3JTVTC TATCGACTAC GGCAAGAAAT CGAAGTTGGA 420 

TO GITTGCCGTG TATCCG3COC CACAGGTGTC CACCTCGGTC GTGCV£3CCAT ACAACACOGT 480 

GTIGAOCACC G&CACCACAT T3GAGCATGC CGACIUiAOG TTCATGGTCG ACAAOGAGGC 540 

'5 ATGTGCAAGA ACAACTTGGA CATCTCGAGA CCTAQLTriG CGAACTTGAA 600 

CAACTTGATC COCCACGTCG TCTTOCTCGGT CACCGCGTCA TTO03TTIO3 A033CTCCTT 660 

20 GAACGTGGAC TTGAAC 676 
(2) INFCRMA.TICN FOR SEQ ID NO: 1131: 



25 



30 



35 



(i) SEQUENCE CHAFACISRISTICS: 

(A) LETCJTH: 700 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
<D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: DNA. (geranic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1689RP 



40 

{xx) SEQUENCE DESCRIPTION: SEQ ID NO: 1131: 

GATCGTOCAC AAGTTTGACG AGCTAAAGCT AAAGGAGGTG TTGTTGAGAG GTATCTACOG 60 

TTATOGTITTC GTTCACCCAT CTQCCATCCA GCA3CGTGCG ATCTTGOCTA TCATTGAGGG 120 

CCACGACGTT TTCOCOCAGG CCCAGTOCGG TACOGGTAAG ACTCGTACCT TCTCGATTGC 180 

TGCGTTOCAG AGAATCGAOG AGAQCATCAA GXCCCACAG GCGTTGATCC TftCCTCCTAC 240 

55 CAGAGAGTTG QD3CTACAGA TCCAGAAGGT TGIGATGCOG CTICCCCTCC ^CATOGAOoT 300 



45 
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TAAG^ICCAC GCTICTATCG GTOGTACQGA CCCTOJIGAG GACGCCGAG3 CCTTCfGACC 360 

5 OXTiaCQCAG ATTCTTaTTCG GTACCCCCGC- CCOTGTCrrK: GACATCATTG AGAGACOTVft 420 

CTTCAAG'CT GACCACATCA AGATGITCAT CCTCGACGAA «X]GACGAGA TtTTTCTQCTC 480 

J0 03ccrrcc?G cxjcpaattt acaagatttt CAOCATGTTC- OCAOZAACCA CCC^CTCGTr 540 

CCTATTGTCT CCCACCATCC CAAAGGAGOT GTTOGACGTG ACCGACAAGT TCAOGAACAA 600 

15 GCOCGTCCAG AA3TTn37IX: AAGAAAGGAT OC3LTlUnOCT IXXX^IXTTA TCC202/Y7IA 660 

CTATATTAAC GTCGAGAGCG AAGAGTACAA GTACGACTC7T 700 

^0 (2) DJFtRMATTON FOR SEQ ID WD:1132: 

(i) SEQUENZE CHARACIYHISTTCS : 

(A) LEN3TH: 657 base pairs 
£5 (B) TYPE: nucleic acid 

(C) SIRANDEENESS: single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: ENA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: P2G1689UP 

35 



AO 



45 



SO 



ss 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1132 : 

GATO3337B3 AACCTCAGCG AO0CAO30CT GGTGATCAAG GAGOCGCTGC AGCACCGGCG 60 

GGGCAGTGGC Q3GACQ33CT GGAGGAQGAC GAG333GACG G33GAACACA 120 

ATATGACGCA GGAGAAQGAG CTO30GATQC TQGACAAGCT GCTGGAGAAG ACGACQ3333 180 

GACAGAACCA COOGCTGAAG (^AGACGATGG TGTACCIGAC GA^TCGCG Q33TTCCQ33 240 

ACCAGGAGAC GGTGACGOCG GIGACGCAGC TCCTGGCGTC GACG3GACTG CACCCGTTCG 300 

AGATTGCOCA GCT033TTOG CTGOCGTGCG AC3GACO033A OGAACCCAAG ACGCTGGTOC 360 
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ogaccchxg gaacaagatc to0gacgag3 acctggagcg gatcutgaag gagcigtcga 420 

ao^igsagac cctgiactag atagctacat agacaggaag aacttccogc cxtotcogcg 480 

ocaocagtgg tcgagacagg agtgzgatgt gtgctcgatg to3a033xt otggccgaa 540 

G1TGCAGA03 CA3XCTGCG CGAGACGOGC GACOTGCGCG GA03GGCA03 TQCaTTAGGG 600 
CAOGTGGAAG TTACCGATCT OCTCGAAGTG GTGCACCTOG TOOGCQ03CA GGAACAC 657 
(2) INFORMATION FOR SEQ ID MD:1133: 

(i) CHARACTEHISmcS : 

(A) LENGTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEntfESS : single 

(D) TOPOLOGY: linear 

(ii) M3LEEULE TYPE: ENA (genomic) 



(Vi) ORIGINAL SOURCE: 
30 CA} ORGANISM: PAG1690RP 



35 SS^JEXCE DESCRIPTTCN: SEQ ID NO: 1133: 

GATC7TGAAAC TAATGTCATC OGOSGAAGAA CATACTAAGA GCTCATQGTT ACATOGAGAT 60 

40 GAGACAAAGT ACXTGATOTA TAAGAGTTTT ATTGACATAT GOGCTOGGAG GCAAACGGCA 120 

G3C7EACCGOC TGCCCCGTGT TO3GTCTACA CATGACAACA TAATTGTG3C AATGTCAGGC 180 

45 GGCGTGGACT CTTCAGTATG TGCTGCTTTA TAOGCTCACT TCOCAAAAGT CCGTGGGCIC 240 

TACATGCAGA ACTQGTCQ2A GACGT33GGC TCAGGQCC7IG TAGAGGGTAA QGOX»ACCT 300 

50 TGTTACGAQC AAGATTGGAA GGATATTGAG AAAGTGGOCG CGTACCTTAA TATTCCCGTC 360 

GAGAGAGTCA ATTTCGAACG GGACTACTGG CTGGA.TGTTT TCGAGCCTAT GTTACAACGG 420 

TATGAACAGG GTTATACICC GAAOCCAGAT ATTGGCTGCA AOKJGTTTGT AAAGTTTGGA 480 



55 
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OCGTTCCQ33 A3ZACCTOG& CAAGGAGTAT QSA0QC03CA ACIACTCIXT GGTAACAG3C 540 

5 CACTATGOGC GAATCCIATC CCCCCAGACr CQCAGAGAGA CCCACCTGCT G03GAGOGAT 600 

TATGCX3ZCAA AGGACCAAAG TISCTACTIA TCCCAAGTCC G3033SAGGC 660 

,0 cnjlTlAATC CCCATOGGAT TTCTAACAAA A033GAAGTC CGACAATG33 GCGCAGAA 718 

(2) INFORMATION FOR SEQ ID NO: 1134: 

»5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
20 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA. (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1690UP 



(xi) SEQU3SCE DESCRIPnON: SEQ ID ND:1134: 

GATCAGAAAC ATCACCATAT GGOGTCTGAA GACCTEAQ33 CGACGGTCGA TACACGCTAC 60 

CATCTCCAAG COGATOATOC OG3CTATTAT GGACAC03CC GACGCOGIGA TTOGCAGGAT 120 

TCGCtaOTYC AGCAGCIGGC TCGACGTGAA OHCGAGAAC ATCCCCQ3CA CHCCGAGCAC 180 

GAGGTTCACC GTOGTIGIGT TCTAGGACCC GAATACACAT GIGEAGTTQC TGTCCATGCA 240 

CTOTATOTGA GACGCQCCCT CCATCTIGCA CGTOCGTGD3 CTACACGTCT AGCTCCCGCT 300 

COCACCTATA CTTIGTATCT GTTTCGCCCT TGCTCCQCQC TACCCCOCTC OCXXTTGOCT 360 

CTTATCCCTT CTCGAAGTCG TCTCCCCTAA GTTGGATOCC JOOSACCTCC TAGTCGAAAA 420 

CTGCIGTCTA CXJTIOXCAG GCACTAGTTG CCTCCCACTG CAOGITAICG ATAAGTCCTA 480 

AAATACCACC AAGCAGQCGT CTATACGCCA ACCCTCGCTT TTCGTTO3X 540 
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TGACACACTC AAGIGACTGC AAGAAGACTA CCCIACTCAC iAGATACCGTC GTCCGTTGTA 600 

5 CGCACO^TAA AAGACAAGTT AAA3X7TACGA CACATATAGT QCCTCGCAAG CTCACCQCAT 660 

CCGGAAQ3AA CAAOCTATTA GAAACTGAGA CACCTC 696 

, 0 (2) INFCRMATION PDR SEQ ID NO: 1135: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 693 base pairs 
75 <B) TYPE: nucleic acid 

(C) STRANDEDNESS : SlJigle 

(D) TOPOLOGY: linear 

20 (ii) M3LECULE TYPE: DNA (gencmic} 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1691RP 

25 
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(XX) SEQUENCE DESCRIPTION: SEQ ID NO: 1135: 

GATCTTCTTT GTATTCT03G TCTTACCTGC CCCAGACTCC CCTGITACTA ACACCGACTG 60 

GTCCTGCCTC T3TGTCAACA AGTTGCG3TA TGCCTGCTCC GCTACOGCAA AGATATG033 120 

CTCGTTGTCT TCCTTG3GTG ACCCATG3TA CAAGTTCACA TAJICCTGCG TGTACACCTT 180 

GATGTTGCTG TACGGATTCA ACQCGACGAG GAATAGCCCA GAATAAGTAT ATATCATATC 240 

GTCCTTGTAT 03GTTCTCCA AGTTGTACAA CACAGAOOCC TCGTTCAAGT G37TCAACTC 300 

GGACATATCG TCTATCTTGT CAAAOGTTGA 033ATTCACC GCCGC33TCT CCACCTCCAG 360 

CACTTCTCGT TCCTTGCCAT TCACTCTCAC AAGACAGACC TTCTCATCCT TGTICTGTTT 420 

GTiTTTAATT GTCTTTGTGG AAACCAACTG lOCTTTCACA AACACCTCCT CAOCATCTGG 480 

AACCCAAATC ATTTGACATT GTTCACTCAT CGGGACAGAT GCTCTTGAAC TTATCTAATA 540 

TGCAATAACC AAATTCAACT TTACTTTAAT CACCTGCCTG TTACACACGA AGCAATGTTG 600 
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CATCICATAT TCACACGACC TfOTlTO AAACACTLAT TICTITTATGT 0333CTCGAG 660 
CAT7CA03TC GC7PCA03TGA CAAGCQCAIG TAC 693 
(2) INFQRMATICN FOR SEQ ID ND:1136: 

J0 (i) SEX?JENZE CHARACTERISTICS: 

(A) LENTTT*: 705 base pairs 

(B) TYPE: nucleic acid 

(C) SERANDEENESS : single 
,5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

20 {vi} ORIGINAL SOURCE: 

(A) ORGANISM: PAG1691UP 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1136: 

GAICA1TAIG CAACCGAATC TGGTAICTCA GAAGATTftCC GTAGGACIGT GCCTCICCGA 60 

TO3ATTACGT TAGTOQQSTA GAGAA1GAAG TAftGAAGCSG CTCTOCGATT ATKaTCGCTT 120 

TGCGCCTCAT GIGAGGTAAA OXCTATCCC GCAG3STCJ3C GGCTVTCTGC AAGAAAATCT 180 

G33C^TCACG CCCCCGAAAC GAAAT333AT AGTCACCToT OXMGXffl CGAGTCATIT 240 

COCCATICGT /CAGAAATGA ACQ33CAGAA TCGCGTAATG GATTTICIUT GGOGTICGIG 300 

CCAAAAQGIG ATCTCCACCT GCGTOCTGCC CT33333CGT GGTTGAGCAG AOCAOCT33A 360 

AAAAGAACAG CACAGAA03C CAAT3CAGIT GGGGAATIGA G3CAATAGCC GMCTQ3AAC 420 

ACIUGAAAGT 03^K7TTCTG <XX3L*lUrU33 ATOTGAAAAA TOCAGGAAGT TACAAAAAflC 480 

AGIQ333CAA TACATAGAAA COQ3CGACCC G3CGATCQCC TAATCAICTG CCATG3AGAC 540 

GCQ3G7ICCG3 OGCTCG&ACC AG33GTOGAA AOCTTGAG3G CATG3TGATA CG3XCCGTC 600 

O303O3XAC TCAAAOtfJj: ACCKJTTAAT CCTGACAAAA CGCAG33333 TAATICCTTT 660 
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to 



15 
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35 



CCGCAAGCCG GAD3CGTATA TGAA2CGTAC CATACCAGET GTCGA 705 
(2) INFORMATION FOR SEQ ID NO: 1137: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 636 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) b»L£CULE TYPE: ENA {genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1692RP 



(xi) SEQUENCE DESCRIFTTCN: SEQ ID NO: 1137: 

GATCTAAATA TATATAATTT AATTTATAAA GATTAATATA AACTIT'ITIA TTATAATA3T 60 

TAAGTATTAA AlTATTTAAA CTATEATTAT CATTATETAA TAAATTAATT AITIGATTAT 120 

TAATACTTAT TATATAATTA TTATATAATT TACTTAATTC ATCATEATEA ATATTTATAT 180 

AATTATAAAA ATAATATTTA ATATGAATAC TATTEAGTCT ATGTTCAAAT TTEAAATEAG 240 

TTATTAAAAT ATTATTAGAT ATTATTATTT TCTTTAATAA ATEATTAAAT AGATTATCAA 300 

40 TAATTAATAT ATTATTTATT AATK7ITEAT TAAAA3AATA TATTTEATTA TTATAAAGAT 360 

TEAATTEATT TAAATATIGT AAATTATEAT TTTTATEATA AIATCTATTT TTAIAAATAT 420 

45 TA1GTTGATT TAIATTATTE AATCTTTTTA TAAGAATTAT TATEAAAATE AATTTTAACT 480 

TTAATTTCTT ATTATTAATT TTTATATTAT TEAATAAATT ATATTTATTT TATTTATTTA 540 

50 TTEAETTAAT TAAATTAATT ATTTAATTAA TATTTTATCA TEATTEAATT AATTAATAAA 600 

ATATTATAAA GAAT3TAGTT AAAAATACTT ATAAAA 636 
55 (2) rNFORMATTOJ FOR SEQ ID NO: 1138: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLETULE TYPE: CNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1692UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO:1138: 

GA.TCTTGATA CTACAGCTIA TTTTACTTCA QCTACTAIAA TTATICTEAT TCCTACTAGT 60 

AITAAACTAT TTAGTTGATT ACTAACEAIT TATGGB3STT CATEAAGATT ACTAACACCA 120 

ATATTAIATC TATTA3CATT TTTATTTTTA TTTACTGTAG GTGGTTTAAC TGGTGEAGTA 180 

TTAGCTAATC TATCATTAGA TGmXATTC CATGATACTT ATTATGTAGT ACTACATTTC 240 

CAT1ATGTAT TAAGHTAGG TGCICTATTC TCTATGTTTG CTG3TEATTA T3AITGAAGT 3O0 

OCTCTTtTFIT TAQOiTiAAA TEATAAT3AA AAATEATCAC AAATTCAATT CTCATTAATT 360 

TTCTTAGGTC TTAATATTAT TTTCTTOCCT ATCtATTTCT TAGGTATTAA TO3TATACCA 420 

AGAAGAATTC CTGATTATCC TGATCIATIC CEAGGTTGAA ATTTAGTATC TTCATTTOGT 480 

ICTATAATAA CTATTATAIC ATTAATGTEA TTCCITTATA TIMTTATGA TCAA3TAATA 540 

AA.TX37TTFAA CTAATAAAGT TAATAATAAA TCTATEAATT ATATAAAACT ACCTGA3TTT 600 

ATTCAATCAA ATAATATTTC CTTAATGAAT ACTACEAAAT CATCATCTAT IGAGTTIATA 660 

TTAAATTCAC CACCTCITAT TCATTCATIT AATACTCCTC TAAITCAATC TEAAAATAT 719 

(2) INFORMATION FOR SEQ ID NO: 1139: 

55 (i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 714 base pairs 



■JSOOT.it> <pr> r«R^i^aA-> i 
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(B) TYPE: nucleic acid 

(C) STRANXEENESS : single 
5 (D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: CNA (gencndc) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1693RP 



IS 
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Ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 1139: 

GATCCCTTAG OSACTCTCTC CAODXTCGA CGAGGCCATT GAGCTCTTAC GAACTCCACA 60 

AACCTACTCG AACTCTGTTT CCAGACTTCT TTCTGTTTGT CITCAACTGC TTTCGCAT3A 120 

ACIACCCCCC AGGCTATTTT TCITACCCGC CTGGTGTTK3 TCTATATACC CGTTTGTAIT 180 

TTTGAIAAAA AACTCAGCTC TKXTCTACG GCAGAAATAT ATATCCAGIC CTTAGC33CA 240 

TGCSAAAATC TOCCTnTTA QOOCT3TTIC TCCCAGTCTT AGIACTG3CA GAAAAAAGAT 300 

GTATGGOGTA TAGGCGCIT33 CCOCGCGGAA AAAAAAAAAA AATAGAAAAA TAGAAAAATA 360 

AAAAGAOGTG GGCCGCCCCG CGGGCAGACG AAGAAAAAAT AGGCQCCCAC OXTCCAAGC 420 

AGACGACA03 CGAGAGATAA TAAAATCCCA CACCAAGGGA AGAAAGTCTT GTGCACGCTC 480 

CCGGCCTCAT ACGCTGCCAT TCIX7TTOCAT CCGGCTTGCA AACCCAGTAG TGOGATGTCA 540 

AAG2ATKXT CCGACGCTCC GC7K3CCTT3C AGTGGACATC CICITCCTAA CCCCAGCCAG 600 

ACTTCCCATA CTTT03CACT TCACATAGCA TATCACTTTT CAGATCACTT ACGTGACATT 660 

00G3TAO33A ATO3^ACTCC AATO003ACA AACCTCTTCT TACCCCGTGA CTTA 714 
(2) INFORMATION FOR SEQ ID NO:1140: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 692 base pairs 

(B) TYPE: nucleic acid 
55 <C) STRANDEETJESS : Single 



NRDOCIO: <EP 0M6128A2_I_> 
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-ixxtcagccc GGrrrcrojic acoo3Cagca azaogaosag pjxttc-xfgc tttcg32ctc 180 

GTGPGA1TTT GGATTCKTTC ACGTGA.TTCA CrJTAGW3GriT ACCCGGAAAG AGCQ3CTTGG 240 

ATQCCAGTAA TC7C03333T TATCCCCGGC cmVIAWE ATTCAGTCTG AXCXXTICT 300 

CCOCGCTICC TTOTOOT GGAATTTCAA A033333333 CTATATAQ3C OXG^AAAA 360 

ACACQ3TOGC GAACGTTGIT Q303CCAAGC GTTATCGTGA AGAACAAOCA TfiATOSTTIC 420 

O0CTTCX3GTT ATTAAACA03 TO2AG333CT AA1CCAGCAG AACCGCGTGT TCATTGCATC 480 

CAAGACGTAC TGTCCGTATT GCC#33333C AAAtXCTACG TIOTX33«33 AGAAGCGCGT 540 

CCCGOCAAQC QC^CTAAAAC TGTTGGACtT TCACACCATG Q3CGAGGAGG Q3333GTGAT 600 

CCAAG03333 TTOCAGGAQC TGAG0333CA GD3CACCGTG CTCAACATCT ACATCAA033 660 

Q33CCATCTC GGT33CAACA A 681 
(2) INHUMATION FOR SB3 ID NO: 1147: 



(i) SECUETCE CHARACTERISTICS: 

(A) LENGTH: 667 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1698RP 

45 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO:H47: 
50 GATCTG3TGC TTTTCAACGC GCCGCCCCAG ACAATTTCCG GAAQCATACA TATCGCCATT 60 

ACATAAACAG ATTTTATGAC TAGTACAGTT AQGTATGTOG GAGATCACCG GAATAACTOC 120 
55 TATATCTTAT TICTT7TATTC TCAGGTACTG ATCGCTCTTC ATGAX3333C AACCCTX7IGA 180 
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CTIX333GA3T AACACTGTAT GAAGCCGGAC GGGGGGGTAG CACATTOGTA CTAOQCT33C 240 

TGAATICATA ATTGGAATAA GGTXTGCTT OXOCGATO3 CTOGIATGTC CX33IGCTGGG 300 

TTGAAGGCAT AAAATTGCTC GAGCTCTmX ATGrTOCCTT C1CTAGCATC AlCTIGTATG 360 

TAACCTCCOC ATTOCCAGA AOCTCGCGCA ATGATGCAAG ATCrTCCTTC TICTGCGCAT 420 

ATTTACCGAT GAGTTTCGTG ACATGTO3TC TAAGCGGTGT GACGGTAGAG TAAAGTTCTC 480 

, 5 ATA1CTCGIC TTOJIGTCTC ACATCCACAT TCTGOGAGAC CCTIAGITIC TGGAGCAAGT 540 

TCTCGACATT C0333CTTOC: GCAAAGACAG CATGCICCTG AGCAGCCTCC TTAGCTACCT 600 

20 OCTCTGCAGT TGOCTCAGOS CATA03CCGA CATAATICAC TOCGAAAAAT ACCAACCTTG 660 

CCGCQCA 667 

25 (2) INTCRMATTON FOR SEQ ID NO: 1148: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 572 base pairs 
30 (B) TYPE: nucleic acid 

{C} STRANDHJ^ESS : single 
(D) TOPOLOGY: linear 

35 (ii) MDLECULE TYPE: ENA (gencroic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1698UP 

40 



45 



50 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1148: 

GATCAGCAAG OT33CCGCCG CAQJTCTOCA 1CTGGGOCAG TCTACGTOGT TGTOOCGCTC 60 

CTCCACTCAA CCATACATCT ACGGCICTTA CAAGGGCATC CACAICAITC AICTAAACCA 120 

GAC3CT3TTT CACCTGAAGA GAGCTGCGAA GGTCGTTGAG GOKTTTGCOG AGAATO3T03 180 

CCTGATCTTG TTTTK3GGTA CCAGAGAAGG GCAGAAACCA a^TTTACGGC GGGCTQCAGA 240 



1SnOCID-<CP 06661 29A2 I > 
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GAGGGICCGT GQL'lUl'lMG TD3XTDGAA ATQ3ATACCG GC<SACCTTGA CAAACCCAAT 300 

s -TCAAATATCC ACTCJTCTCQG GCAGGCATG^ ACjrTCftCTK: GAGG3CAATC CTACTGCCAG 360 

GG^TTCACA GAAGAAGAGA ACA7CCQCAT CATAAAOXG GACTTAA1TA Tlb'HTIGAA 420 

, 0 CCCAACAGAA AACATCAACG OGTIGAGAGA Q3CTATQZAG GCTAGAGTGC CACCTATTGG 480 

GAICATTGAC ACCGACTCAG AaOCTTCAAT Q3TCACATAC CCGC7ITXCTC GTAACSAACG 540 

TS ATTCGCTACG TICTGTAAGT TTACTIXJIAA AC 572 

{2> INFORMATION SBQ ID N0:1149: 

20 (i) SECUENCE CHARACTERISTICS: 

(A) LEMJIH: 654 base pairs 

(B) TfPE: nucleic acid 
<C) STRANDEONESS: single 

25 (D) TOPOLOGY: linear 

(ii) MXECULE TYPE: im (genomic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1699RP 

3S 

(xi) SEQUENCE INSCRIPTION: SEQ ID M0: 1149: 
GATCTGCGTG TATATTTGGA TGfTATATGGA CTTCACACTT TCGGAAGCAA TGGAACTCGA 60 
AAGCTGGTTG ACCACTCTGC TGTATTCTCG TAGICTTTCT GAAACGACGG TAAGAAAATT 120 
AACCTTGAGC GGCGATAGGG AAGATGCAAC TTEAAATTTC TCEACTTQ3T TACICAAATA 180 
CTGATATAAT AATGCAGCCT CAAATATGCT GT33AAAACA CCACTTTCGC CGTTCGGAAC 240 
ATTGCGTGGG ATTTCGATAA CCTCATK3SA GATCGGGAAC AAACTCGACG TAGTAGCCAG 300 
TAACGTGTAG GAAATATACT TTAAAACGTC GGCCTCGGGC ACCATGTTUC TGTAGTATGG 360 
55 GTTAGACAGA TATGCCAATG GAGTATCGTG CTOCTGCGGC CGCTTGGQ3A OCC<X5CCGCC 420 
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(D) TOPOLOGY: linear 

<ii) M3LECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PM31693UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1140: 

GATCCGTAAT TTCGGGATAA GGATTGGCTC TAAGGATCGG GTAGTGAGGG CCTTGGTCAG 60 

ACGCGGCAAG TGTGCTTGTG GTCTCTCCTC GGGGGCTTOC TCCTGGGGAC GGACTGCTTG 120 

OJTGCrOVUT CGTAGACGGC CTIGGTAGAC CATCTCTO3T CGTDGCTTQC TACAATTAAC 180 

GATCAACTTA GAACTGGTAC GGACAAGOGG AA1X7IGACTG TCTAATTAAA ACATAGCATT 240 

GCGATGGTCA GAAAGTGATG TIGACGCAAT GTGATTTCTG CCCAGTOCIC TCAATGTCAA 300 

AGTGAAGAAA TICAACCAAG CGCGGGTAAA CGGCGGGAGT AACTATGACT CTCTTAAGGT 360 

AGCCAAATGC CTCGTGATCT AATTAGTCAC GCGCATCAAT GGATIAAOGA GATICCCACT 420 

GTCCCTATCT ACTATCCAGC GAAAOCACAG CCAAGGGAAC GGGCTTGGCA GAATCAGCGG 480 

GGAAAGAAGA OCCTGTTGAG CTTGACTCTA GTTIGACATT GIGAAGAGAC AIAG«3GGTG 540 

TAGAATAAGT GGGAGCTTCG GGGCCAGTGA AATACCACTA (XTTLATAGT TTCTTTACTT 600 

ATTCAATIAA GCGGAGCTGG AAITGATnT CCACCTIUEA GCATTTAAAG TCCTAIACGG 660 

GCTCATCCGG GTTGAAGACA TTGTCAGGTC GG 692 
(2} INFORMATION FOR SBQ ID NO: 1141: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 673 base pairs 

(B) TYPE: nucleic acid 

(C) STOANCEDNESS: single 
<D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: INA {gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1694RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1141 : 

GATCCGTKX: TTCAGAAOCA CCTAAAGCCT GAACTCCTGG CAGAAGCGAT CAAGCGAACC 60 

TCTTT333V33 GTAAAGTTAG TATTAACTTG (7TA3ACGGAT TCGACCACIC GTATTftCTTC 120 

GTCAGCA03T TCGIGCCCGA ACACQCAAAG TACCAT3CAG AAAAGTIGGG TCTAGTTTGA 180 

GATTIGACGT TGCGOCTGTT AATTOGTATA TACTEACATA TTTAGTCATA TGACGGCT7C 240 

AAGEACTCTG ATTCTQCTOT ATAAGIGCAG CGGAATOZXZA GOCTCCGGCA GTAATOGCAA 300 

CGCAAACTGA AITTGCCGGT AGITCAACCT TGGC03GTIG CACCACGCGT ATGCTCCGAG 360 

CAGACTCAAA CC7P330TAIT TO33333TAT CTACAGCCKT GTCGGGATCT CCCTOOCCAA 420 

C^CACCCACA <3VIATCAC*rC TCCAGCCCCC AGGAGTAGAG TTCACCTTIG TO33ITAGAG 480 

CTAGGTIGTG GTAGIGTCCC GCAGATACAG CAATAAACTT CT3GCCTIGT ICCAAATTCA 540 

TCTTCATGAA IGAGICCTGG AOGATATCAC CATTATTCAC CTICAGGGTC TATGTOCTAT 600 

TCTCQGTACA TAAAACCAGT GTCAIGCAAG AIGCCTCAAT CTIGGTIAAC OGTCCATCAA 660 

ATGCCAAAAT CAA 673 
(2) INFORMATION FOR SEQ ID NO: 1142: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
(D> TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: DNA (genome) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1694UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1142: 

GATCAGCOCC 03ACCGAAGA ACACTOXTT COCTCTGGCG AGCGCCGAAA TRLT1GGACC 60 

GAGTA'ICAAC AMTCCAGTT AGATAACGAT CACA3GATIG CAACACIGCG GGAATTCATT 120 

AGTTACCAGA ClUiTiCCCA ACIXXCAGAG CCCCAAAAIA TCATCGATIG GOGTAGGTGT 180 

G03AACTJCC TGCAAAAICT CITCACTAAG CTCCGTGCTA ACCATIGTO3 GCTEATACCT 240 

GTCAGTACAG QCAGCAAOCC GCTGCTTTdC QCGCAGTIGA AGGGCAATGC AGCCGCGCCC 300 

AAACGCATAC TATGGTATGG CCACTACGAT GTGATATCCG OGGACCACCC GTCGCAGTGG 360 

GACAAGGACC CCTIGACQCT CACTIGCGAA AA3GGGTATC TTAAGGGAAG AGGOGIGTCT 420 

GATAACAAAG GCCCGCTOTT TGCCGCCATC TICAGTGTAG CCGAGCTTIT CCAGAAAGGA 480 

TACCIGAACA AOGACATCAT CTITCTAGTC GAGGGCGAG3 AAGAAAAT3G CTCTCX3CGGC 540 

TICAGGGAAA TTTIGCTTOC CTCCGAAGGG CTTCTCAATC A3D3GTGGGA CTGGATCCTG 600 

TTCAGCAATT CCTACTGGCT GGA1CAGAAG GTGCOCTOCC TCAACTATGG CCTCCGAG3C 660 

GTCATAAACG CCGAAA 676 
(2) INFORMATION FOR SEQ H> NO: 1143: 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

50 

(ii> MOLECULE TYPE: ENA (gencroic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1695RP 
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(XI ) SEXOTEE DESCRIPTION: SEQ ID NO: 1143: 

GATCIGCOCC CAAAAGATTT COGTGCCGGC TACCCCAAAA GATITT03GT GO03GCTACC 60 

CCATCACGAG ATGGCAC7T33 CTCATTOXG AGCTCCTCOS CATTIT3XTA TGAO¥»3GA 120 

ATC*¥3TCAGC TTISUCTCOOC: C^CCATAC TOXGGCXXT TCAACAAGCT TCTCrTTTGCC 180 

AT033CATGG mGCTIC TTACACTGOG QOCCCAXTG CMD33C0GT CATCGCAGCC 240 

CTTTTGTCAC AGITCTGOCT CT^GOKGTAT OTK7KXX3CA CCGGTAACGG AO303ACrAC 300 

GCAGCGGCTG C03CACICAC GTO033XGG GTCTTCTCTC CCftCCGTGAT AGTCACTTTT 360 

CAGTAG'IGTG HXTOCCTK5 AATTGGCAGG GCAATGGTTC AKTHXICT 033333GA05 420 

ACGAOCCCAT CT0332AACI5 GCL-T1U3333 AGAAAG33TG TITOAiAOCA GACATCQ3CC 480 

ATCTGCCQCA GTCAGCA3CT GCCITGGTAC QGfiGCTACCT (7ICIATATTA TCCCCTEAAT 540 

AAACATIt33A TATGOCTC7IT ATTGTATGOC AA03STTCTC CG3oTACAAC 600 

COCCCCTOCC TGAGCTATCC TGGCCGAKJr GA^GrTGCCTT TGGTTAAGTG tiU-'JULTWi: 660 

CCGGGCCACT TGTAAACACT ATGGCQSATC ATACAGCCAG GACTCAAATA C 711 
<2) rNTCRMATICN K» SEQ ID NO: 1144: 



(l) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1695UP 



55 



1388 



10 



EP0 866 129 A2 

{xi> SEQUENCE DESCRIPTION: SEQ 3D NO:1144: 

GA1CTGAAAA GCAGGAAGTC GCAGTGGGAG GCQXTG033 OCACGTOGTG GCOGCGAAG 60 

GGTO33CCGG ACG03CCACC OSCGTACGAC ACQ3CCGTCG CACG030CGC OXXX^CGQC 120 

GOXAGGCCG TimrCCCA GCCCGACTAC GGCACACAGG CCGGATACGC CODCCAGGGG 180 

TACGGCGCGC GGGCCGGGTA aa3XraC CC033CTACG GCGCACAGCC 033CTA033C: 240 

f5 ACACAGOCCG GCTACGGTGC ACAGOCCGGC TACGGCGCAC AGCCCGGCTA O3G03CACAG 300 

CCCGGCTA1G CQC03GAACC CC^nTACGGA TACCOSCCGC AGCCGGGCTA TGGTGCCGCG 360 

£•0 OCCG33XGT AOGCGCAGCA GCCCODXAC OJITACCCGG CCQ3CGCAGC CQD3333CCG 420 

CAGAACGGCG GCCGCAACAA CATGATGATG Q3CGGCCTGA OGTGGGGTTG 480 

25 ATGGCCGGGT CACTAATGAC CACAGCCATG TATAACCACG ACAAGGACGT QGCCGATGCT 540 

GCCTACGACC G33GCTATGA AGACGC3TCA TCGACGGCGA CITCTAGGCC QOCOXGK: 600 

30 ACGTOCCAGA CCCGTAGAGA GCTAGGACAA CTEftCGIAAC G33TCGACGT ACGC 654 
(2) INFCRMATICN FOR SEQ 3D MO: 1145: 

36 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1696RP 
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(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 1145: 
GATCTIGT1C TCCATIGACA TCGAGGCGTT TGAGAGCAAC ACATCKJICG TCACAGAGGT 60 
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G33AATCTCG GTCTACGATC COCGCGAGAA CGAGGACACG CKXTirXXXX ACTIXXUC A C 120 

GTACCACCTC TGTCCT3AGG ^JTCTCTCG3 GTTGATAAAC AACO3GTTT0 TTOCGAATCA 180 

CAAATGCGAG TITCTCCIATG GIGAAACCAT QGTAATOCOG CTCTCCGAGT GDGTTGAGTr 240 

CATTAACGGG CTTATCGACT ACTACCTGTA CCmXCACG aXCTTGGACG ACAAGTACTC 300 

CCGGOCAATT GTGGGICATG G1GTCTCIGG TGATCTGCAA T03CTTAGGA GTCKX7TCAT 360 

J5 a^ccrocGz acgatcgctg godcaggcaa cvcccktccg ogcgaccatg Tncroiccr 420 

ACATACCGCG CATTTATACC ACnACTPCTA TO/TCAGAAG Q^rTCATOX TAQGTAAGAG 480 

20 CTTAAGATFG CAaJJIGTCX CACATPOITA TC7IGCACAAT GCAGGCAACG ATGCATATTA 540 

CACATTACAA CTGCTTCATCA. AGAIGGGOGA TCTOCAGCAA CCOVT3ZU3C AOCAATGQGA 600 

?5 OGATCTATAT OCTCTCTICC ACACGTTGAA GCAATGGGAA GAGTATGAGA ACTCCACQOC 660 

CTCCACTCAG CACGCAGAAT COGTCCATAA CAGCACOCGC GCTA0D333A A 711 

30 (2) INFORMATION FOR SEQ ID NO: 1145: 

(i) SECUENCE CHARACTERISTICS: 

(A) LEMjTH: 681 base pairs 
35 (B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA fgOKmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1696UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1146: 
GATCCGTCAG AAACCCATOG CCTOXTCGC TGGTCIQCTA AOCOCCAGAA CGCCACCTGT 60 
GGTCTTTTCA CTXXEGCTGG TIOCTTAITC 03CCAGC033 CCTCGTGGGC CCGCCAGCGC 120 
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TCQCCM3CBC GGITOICGK: X3333C30CA ACWXSACGftG AACTCTOCOC TTT033XIC 180 

GTCAGAnTT C32ATTCAGIC ACDTCATTCA OJEGMXJTT HXLll+mG AXUJLTIUJ 240 

TCACOOOCGT TATCCCCOX CTTCna^X ATTCAGICTG JWJUXTJCT 300 

axcGcnoc TTOrrcrccr ogaact-icaa axqcooqcg gtkduxdc qxgagmuul 3«o 
ACftoasroac gaacgtkjit <xxm*Aoc cji*dvtcctca agmcaagca taaoottic 420 

CtXnCKJIT KTU&JCfGG TOOKJXGCT AATCCAOOO AA03333KJT HWQOflC 480 

CAAG?£GTAC TOICQjTMT Qac*Q30QX AAAOCOTftaS TiaZnggOS A3AA UUUUUT 540 

GOOZ3CAACC GCfiGEAfcAAC ll TI UJAJLT TCAOraOtJ OOCGAGCBaS UJUUUU'ilA T (00 

CCAflGCDOCO TTOCACGAGC 1GK33333CA C333O003IG OXXJCAJCT ACKmU033 660 

liiiXMOIG GOIQQCAACA A £81 
(2) PGR SEQ ID NO : 1147 : 
(i) SEQUHNCZ CHAKflClSSOSITCS; 

(A) LENSXH: 657 base pairs 

(B) TVW: nucleic add 

<D) TCPCJLOGV: Unaar 

(ii) TYPE: ETA (gerexnic) 

(vi> CRIMINAL SOCKS; 
(A) CRGMJiai: 

(x±) SB3DEN=E OESZRIPTICNi EHQ H> N0:1147: 

gxtcxosioc tttixzaacoc ohu uidc acaattkxe owocmtca txkuccket to 

A£XTfcAACM3 AJ'l'llWTCVC TKJTZCMJrT JOSCWOTac CBGOTCWDUG GAAXAACZOC 120 
•DHATCTEftT VIC ' lUiMlL TCA03EACTO ATCAAC033C AAOCCKMUA 180 
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toocxjixr gmcccox <xxj33xnxs ooori ufl * craacroc 240 

TCAATTCXIA WIOSWUDA GGJQCTQCTf OCOCDGKrac CTOanKTCJIC C33K3CTCS33 300 

TrawoacAT MAAnocic c»acTai»x: ArarraccTT ctciswxatc XKTrnzaro 360 

TAACCTCCOC ATT03CCMA Aim U MA ATCATOOWG ATCTTCCTIC TltTTOX^iT 420 

ATnsaxAT GKjmmn; jc kiuiw TAAocasrar c&ozJn&G taa*?tozig dso 

T l U JiU lC WC *3*303£AT TCKW3K3W: amXHTIC 540 

TCTOSftCATT QCTTTOH3C «3J*3AC*G CA20CTCCIU A33«3CmOC TOOCOCCT 600 

OCTCT3CK5r CXOljjOCXA Cft&ATIC*C 'LUL3&2JAXT 660 

CD303CX 667 
[2) JNTOMXION PCR SBQ ID N0:1148s 

(i) SBQU3CE CHARACTERISTICS: 

(A) LEN3IB: 572 tee* paix» 

(B) TYPE! nucleic «cid 

(C) SITONDBTNESS: singl* 
CD) TOPOLOGY: liww 

(il) HtflOLg TYPE: DNA (SBOCttic) 

<vi) CKtGlNftL SOURCE: 

CA) CPGANXSM: PXH6^8UP 

(x±) SEQUENCE DEgaaPTION: SBQ ID ND:114B: 

CTO3XO30G CTCSTOTtr*. TOTCOTCGrr TOTQOCGdC 60 

c-ivjJAcrcm acAiAcxrer was^icra caao3X3ou ocwaaro aiczmkxx 120 

GKTKTOTIT QinCAWv GftOCTOCGAA UJiUJI'lUC OJUJIMU-LO K3AA3Q3K33 180 

ccTGAscrro rmraiTiA cogmxmx) aaswca acrrEracc aoarrocraA 240 
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GA033T3CCT OJL'lUl'rATC aXJOUClUAA XKXMfcXG 033&OCTTOfc CfcAACOO^AT 300 

s rawaxia: xciuiciucas gc^oszaica xcnGacnc Gwsaoc^rc CAficrocoo 3 so 

OSAATIGftCA (ZfiMZkACfiCA X^UtXXCKT CAXAWK3XJ3 GACTOiATIA TIUTITKM 420 
jo 0DOtf*3*»A AACMGMGB CUTICWaG^ GGCTKKXaG GCEftGKTIUC CaCCTKnTO 480 

(SOOtfTCaC AOOOACICW* AQCCITCAAT OOTCttMRC CUJUiUUCKS 0TMCSMO3 540 

)5 ArraxTACG TrcrciRAGr nacrnziaA ac 572 

(2) INTCRKKTrCK FOR SBQ ID NO: 1149: 

20 (i> SBJJFN3B CHAHACISKLSTECS: 

(A) LEK3IH: 664 bu F*ix» 
(Bl TYPE: nuclaic add 

<C) STBAMXTMESS: single 

25 (O) T0POUX3Y: limar 

<ii) KMCULE TflPE: DA (genooic) 

30 <vi) ORIGINAL SOURCS: 

(A) ORGANISM: EMSL6S9RP 
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IXl) gqffiNTF. UeSOUPnCN: SBQ ID M3:114$; 

TwiAjnua* njcivocoat cnotfacir TCQGftAQ2XA togaactog* 60 

AAflClXKrnC KXXlCtQC TOMTCICG TXJlL%TiUJ' GftM03*a3G TAAGWAMT 120 

AXCTOKX; aXOA33*333 A*»KKA*C TTTRAATTTC TCTRCtTOCTT TRCTCAAA^ 180 

COTkXMSKAT MKOfiXT CAAAIMXCT <3TQGM&*CK COCTTTCOC uifi w^ 340 

ATTO03IO33 ATTTOCMAA CCTaKPra*. QXX X&ZM C AAACIOTRCB TXJMCtM 300 

xwojitJiAG ga*a33*eact ttaaaacdtc axcrcaxc aocktoito: ior*cn*T33 360 

c^naaicwa TWraxAAic GMJuauiiu crocrrcnaac cacrnmsA coaacxxxX3C 420 
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GTAGGCAGAG GTTACOGCOG ACCGGCQCTC TGAAAGCCGC TCCACATTCT OGAACGACTC 
-^XATAGACA CTA^COGCCG 1GGAGGGCGT CAIGAGCGAG TIGIGCCGTT GCAGCGTGGC 
GTICGTAAGA TAIXX^^ZG CGGIGCOCCT GIGTCGGAAG 0337IGCTCT CCTG033ZAC 
GCTGTIGAGC ACOGIG/tET ACTIGAGCAC CTGCTCCTIG CTACD3AAAC 1CTCCAGCAC 
TITC 

(2) IJJFORMATICN FDR SEQ ID NO: 1150: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 642 base pairs 
<B) T¥T*B: nucleic acid 

(C) STSAttCEDNESS : single 

(D) TOPOLOGY: linear 

(ii> M3LEOJLE TYPE: OVi (gerxxnic) 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1699UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1150: 
GATCTCCAOC GCGTCCAGCA CCACGATCCG GTCACCGTCC CACOXGTCA TGGGCACIGT 
CGGCGCGACG CTTTCGAAAA CCGCCCGTCC CTGCGCCGTC GCAGCCCCIC CCCCGC1G1G 
GTCGGTCCGG TGCTCGXGT CGCGCGACCG CX30GPCQCC ACCACCCGCT CIATATTCAC 
GCCCGCGGGC TTGAGCGIGT CGCGCTIGAT GCCAGGGCIG GTGGGTTTCT GICCCACCAC 
CTCCAGGCTC TTGATAAACG TCGTCTTAAT CACCTIAA?G CTCGCAGTAT 33CCCTR30G 
GGCACATAGT AGCGTCAGCG TATGGTTTCC CGAATCGTAC OCGTATATCT TGCCCTGTGT 
TACACCGTCG AGGACGTIGG TCACOTGCAC CTIGAATCCA A33YIATGTT OCAAGTITGAT 
GCTCATTGTG CTCACTIGCA AGCCCACACA GCTATCCIGG CCACCTBK3A ATGCCACGCC 
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IGCTCCCCGT CCACIGOCTC ACTCCCAATC GTTCAGTnG OTGIGTCOGT AlTrivriGA 540 
AGIGQCQCrC TAACGATGAA GEFOGATTIT CTATCTATTA CTATCT33CA CAAAGGTTAG 600 
TTCCAATAGT GCTTOCAACT ATCAGGK3CT GTGGAATTCC AA 642 
(2) INFDRKATICN FEB SBQ ID ND-.1151: 

(i) SB3UEMCE CHARACTEIIISTICS: 

(A) LENGTH: 624 base pairs 

(B) TYPE: nucleic acid 

(C) ^irwCGENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLEEULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) 0RGKNZS1: PAG1700RP 
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(xi) SEQUHKE DESCRIPTION: SEQ. TD MD:1151: 
GAPCAGCAAC O30AGOGGAT GAGG3AGTO0 GCICACGCflC CtTTCITGTTT TCA3DGCTIG 

gctigctttt crccnTATC cttttgtacta citotgtgat gtgctoggca tccsoxco: 120 
irrrccTiTG cctgcttogt aacctgcoca ggcogoggtt gciaggaaca cgcaacttgg 180 

CTIUIGGATC AGCAAGCTGC QGIEX3GTGTT TGOXAGODG TTOGCATGCT CGOGGATOCT 240 

CGCGITCAAT ATACCfiGAAT GCATCAT3CT TCOTOSCTC TATATTGACC T33TO3CEAT 300 

ATATGAAAAG GCO^KCTIG AAGTTTTGTA AAAACTOGTC TGEX7IGAGAT QOOTIAGCGA 360 
ACCCAAGGAA GCATTTATTG CGGCATTTAC GAGGCCIGGA AACACTAACT ACCCCGTACT 
TCTCATCTAC CAGTGGA«3G GXXAOGTCTG CGGA?03APC CG30TCTGGC AAOGTTETCT 

CCQXGATAG AGCATATGGG TTATCCTTGT TGATOGACTT CAACAGTTGT CGAGCATATT 540 

CTATCCTGGA GGCA1TIGAC GCT33CAAAT TTCSCAGGTA GAOCTGGAT GOCG337TTA 600 



420 
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GTATCGAATC GACAQ2AGTA TAGC 62 4 

5 

(2) INFORMATION FOR SEQ ID NO: 1152: 
(i) SEQUENCE CHARACTERISTICS: 

»o (A) LENGTH: 603 tase pairs 

(B) TYPE: nucleic acid 

(C) STOANEdMESS : single 

(D) TOPOLOGY: linear 



is 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1700UP 
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(xi) SEOUENCE DESCRIPTION: SEQ TD NO: 1152: 

CATOACTO33 CCTO3AGGGG CGCCCCTTTT TGCGGCKTIT GIttSAACAGC AIGCCGCGGC 60 

OGACCTKJPC ATAGAAGTGT TTAGACTGTA G3CTTCCCAT CGAATOGGTG COXQGTAGC 120 

IUIGACTTIT CATGATAATG GGGGIGCANA GCTTGAGGTC GTCX?ICGTAC GGGGAGGAAA 180 

IGAGGTKXG GCCGAGACGG AGGICGTOG3 CG03CGCGAG CGACGAGCCG OCGGATGGCC 240 

ACTTCCAGGA CTTCOOCGAC GACGGCGOGT GGOOCGAGGA GTAGGAGCGG ATOGGGAAGT 300 

CGCCGCCAAG CIGCGAGOCG CGGAGCCACG ACGTGAQCCG CTTCAANAAA OGGCGACGGC 360 

GGTTO30333 CTCGAOCIGG CCGGCGACAA AOGCAGAGCC GCIGTCGGCG AGACCGGTGG 420 

GCGCGCCTOC GCTOCTOGTA ACCCCAGTGG OTGACTCAGG CAAGCCGGAC ATOCCCGOGA 480 

AGTAGCG33C CCTGTTGGCG CTGAGCTTCG GAAACATCTT GGAGAAGAAG CCCGGCTOCG 540 
TGGAGCGCAA CACGCGGTCC GCCT1UGAGA TGTOCTCCTG CGTO3AGTOC GCCAACIGCT 
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